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<140> 
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<150> 60/314,734 
<151> 2001-08-24 

<150> 60/318,204 
<151> 2001-09-07 
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<151> 2001-10-01 

<160> 52 

<170> JPatent 

<210> 1 
<211> 850 
<212> DNA 

<213> Homo sapiens 
<220> 

< 2 2 1 > 5 ' UTR 
<222> 1 . . 224 

<220> 
<221> CDS 
<222> 225 . .593 

<220> 

<221> 3 'UTR 
<222> 594 . . 850 

<220> 

<221> polyA_signal 
<222> 769 . . 774 

<220> 

<221> polyA_site 
<222> 800 . . 850 

<400> 1 

atatagctct ctctaacctg ggattcctgg gctcaagcag tcctcttgcc ttagtctcct 60 
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aagtggctag gaaggactac gggcctgtcc caccacacct ggctaatttt ttcatttttg 120 
tgtgtgggcg tgggggcagt cttgcccagg ctggtctgga actcctggcc tcaagtgatc 180 
ctcctccgtc aagatatgaa caggagtaca gctgtgtagt aaag atg cct tct ggt 236 

Met Pro Ser Gly 

1 

gaa ttt gca cgt ata tgc cga gat etc age cat att gga gat get gtt 284 

Glu Phe Ala Arg lie Cys Arg Asp Leu Ser His lie Gly Asp Ala Val 

5 10 15 20 

gta att tec tgt gca aaa gac gga gtg aaa ttt tct gca agt gga gaa 332 

Val He Ser Cys Ala Lys Asp Gly Val Lys Phe Ser Ala Ser Gly Glu 

25 30 35 

ctt gga aat gga aae att aaa ttg tea cag aea agt aat gtc gat aaa 380 
Leu Gly Asn Gly Asn He Lys Leu Ser Gin Thr Ser Asn Val Asp Lys 

40 45 50 

gag gag gaa get gtt acc ata gag atg aat gaa cca gtt caa eta act 428 
Glu Glu Glu Ala Val Thr Tie Glu Met Asn Glu Pro Val Gin Leu Thr 

55 60 65 

ttt gca ctg agg tac etg aac ttc ttt aea aaa gee act cca etc tct 476 
Phe Ala Leu Arg Tyr Leu Asn Phe Phe Thr Lys Ala Thr Pro Leu Ser 

70 75 80 

tea acg gtg aea etc agt atg tet gea gat gta ccc ctt gtt gta gag 524 
Ser Thr Val Thr Leu Ser Met Ser Ala Asp Val Pro Leu Val Val Glu 
85 90 95 100 

tat aaa att gcg gat atg gga cac tta aaa tac tac ttg get ccc aag 572 
Tyr Lys He Ala Asp Met Gly His Leu Lys Tyr Tyr Leu Ala Pro Lys 

105 110 115 

ate gag gat gaa gaa gga tct taggcattct taaaattcaa gaaaataaaa 623 
He Glu Asp Glu Glu Gly Ser 

120 

etaagctctt tgagaactgc ttctaagatg ceagcatata ctgaagtett ttetgtcacc 683 
aaatttgtac ctctaagtae atatgtagat attgttttet gtaaataacc tattttttte 743 
tetattctct gcaatttgtt taaagaataa agtccaaagt cagatctggt ctagttaaaa 803 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa rgaaaaaaaa aaaaaaa 850 

<210> 2 
<211> 123 
<212> PRT 

<213> Homo sapiens 
<400> 2 

Met Pro Ser Gly Glu Phe Ala Arg He Cys Arg Asp Leu Ser His He 

15 10 15 

Gly Asp Ala Val Val He Ser Cys Ala Lys Asp Gly Val Lys Phe Ser 

20 25 30 

Ala Ser Gly Glu Leu Gly Asn Gly Asn He Lys Leu Ser Gin Thr Ser 

35 40 45 

Asn Val Asp Lys Glu Glu Glu Ala Val Thr He Glu Met Asn Glu Pro 

50 55 60 

Val Gin Leu Thr Phe Ala Leu Arg Tyr Leu Asn Phe Phe Thr Lys Ala 
65 70 75 80 

Thr Pro Leu Ser Ser Thr Val Thr Leu Ser Met Ser Ala Asp Val Pro 

85 90 95 

Leu Val Val Glu Tyr Lys He Ala Asp Met Gly His Leu Lys Tyr Tyr 

100 105 110 

Leu Ala Pro Lys He Glu Asp Glu Glu Gly Ser 
115 120 
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<210> 3 

<211> 883 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1 . . 90 

<220> 
<221> CDS 
<222> 91. . Ill 

<220> 

<221> 3'UTR 
<222> 778 . .883 

<220> 

<221> polyA_signal 
<222> 826 . . 831 

<220> 

<221> polyA_site 
<222> 848 . . 883 

<400> 3 

ataaactgac agatactgaa attgtaaagt tcgaaactac attttgcaaa gtcattgaac 60 
tctgagctca gttgcagtac tcgggaagcc atg cag gat gaa gat gga tac ate 114 

Met Gin Asp Glu Asp Gly Tyr lie 

1 5 

acc tta aat att aaa act egg aaa cca get etc gtc tec gtt gge tct 162 
Thr Leu Asn lie Lys Thr Arg Lys Pro Ala Leu Val Ser Val Gly Ser 

10 15 20 

gca tec tee tec tgg tgg cgt gtg atg get ttg att ctg etg ate ctg 210 
Ala Ser Ser Ser Trp Trp Arg Val Met Ala Leu lie Leu Leu lie Leu 
25 30 35 40 

tgc gtg ggg atg gtt gtc ggg ctg gtg get etg ggg att tgg tet gtc 258 
Cys Val Gly Met Val Val Gly Leu Val Ala Leu Gly lie Trp Ser Val 

45 50 55 

atg cag cgc aat tac eta caa gat gag aat gaa aat cgc aca gga act 306 
Met Gin Arg Asn Tyr Leu Gin Asp Glu Asn Glu Asn Arg Thr Gly Thr 

60 65 70 

ctg caa caa tta gca aag cgc ttc tgt caa tat gtg gta aaa caa tea 354 
Leu Gin Gin Leu Ala Lys Arg Phe Cys Gin Tyr Val Val Lys Gin Ser 

75 80 85 

gaa eta aag gge act ttc aaa ggt cat aaa tgc age ece tgt gac aca 402 
Glu Leu Lys Gly Thr Phe Lys Gly His Lys Cys Ser Pro Cys Asp Thr 

90 95 100 

aac tgg aga tat tat gga gat age tgc tat ggg ttc ttc agg cac aac 450 
Asn Trp Arg Tyr Tyr Gly Asp Ser Cys Tyr Gly Phe Phe Arg His Asn 
105 110 115 120 

tta aca tgg gaa gag agt aag cag tac tgc act gac atg aat get act 498 
Leu Thr Trp Glu Glu Ser Lys Gin Tyr Cys Thr Asp Met Asn Ala Thr 

125 130 135 

etc etg aag att gac aac egg aac att gtg gag tac ate aaa gee agg 546 
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Leu Leu Lys lie Asp Asn Arg Asn lie Val Glu Tyr lie Lys Ala Arg 

140 145 150 

act cat tta att cgt tgg gtc gga tta tct cgc cag aag teg aat gag 594 
Thr His Leu lie Arg Trp Val Gly Leu Ser Arg Gin Lys Ser Asn Glu 

155 160 165 

gtc tgg aag tgg gag gat ggc teg gtt ate tea gaa aat atg ttt gag 642 
Val Trp Lys Trp Glu Asp Gly Ser Val lie Ser Glu Asn Met Phe Glu 

170 175 180 

ttt ttg gaa gat gga aaa gga aat atg aat tgt get tat ttt cat aat 690 
Phe Leu Glu Asp Gly Lys Gly Asn Met Asn Cys Ala Tyr Phe His Asn 
185 190 195 200 

ggg aaa atg cac eet acc ttc tgt gag aac aaa cat tat tta atg tgt 738 
Gly Lys Met His Pro Thr Phe Cys Glu Asn Lys His Tyr Leu Met Cys 

205 210 215 

gag agg aag get ggc atg acc aag gtg gac caa eta eet taatgcaaag 787 
Glu Arg Lys Ala Gly Met Thr Lys Val Asp Gin Leu Pro 

220 225 
aggtggacag gataaeaeag ataagggctt tattgtacaa taaaagatat gtatgaatgc 847 
aaaaaaaaaa aaaaaaaaat aaaaaaaaaa aaaaaa 883 



<210> 4 

<211> 229 

<212> PRT 

<213> Homo sapiens 



<400> 4 



Met 


Gin 


Asp 


Glu 


Asp 


Gly 


Tyr 


He 


Thr 


Leu 


Asn 


He 


Lys 


Thr 


Arg 


Lys 


1 








5 










10 










15 




Pro 


Ala 


Leu 


Val 


Ser 


Val 


Gly 


Ser 


Ala 


Ser 


Ser 


Ser 


Trp 


Trp 


Arg 


Val 








20 










25 










30 






Met 


Ala 


Leu 


He 


Leu 


Leu 


He 


Leu 


Cys 


Val 


Gly 


Met 


Val 


Val 


Gly 


Leu 






35 










40 










45 








Val 


Ala 


Leu 


Gly 


He 


Trp 


Ser 


Val 


Met 


Gin 


Arg 


Asn 


Tyr 


Leu 


Gin 


Asp 




50 










55 










60 










Glu 


Asn 


Glu 


Asn 


Arg 


Thr 


Gly 


Thr 


Leu 


Gin 


Gin 


Leu 


Ala 


Lys 


Arg 


Phe 


65 










70 










75 










80 


Cys 


Gin 


Tyr 


Val 


Val 


Lys 


Gin 


Ser 


Glu 


Leu 


Lys 


Gly 


Thr 


Phe 


Lys 


Gly 










85 










90 










95 




His 


Lys 


Cys 


Ser 


Pro 


Cys 


Asp 


Thr 


Asn 


Trp 


Arg 


Tyr 


Tyr 


Gly 


Asp 


Ser 








100 










105 










110 






Cys 


Tyr 


Gly 


Phe 


Phe 


Arg 


His 


Asn 


Leu 


Thr 


Trp 


Glu 


Glu 


Ser 


Lys 


Gin 






115 










120 










125 








Tyr 


Cys 


Thr 


Asp 


Met 


Asn 


Ala 


Thr 


Leu 


Leu 


Lys 


He 


Asp 


Asn 


Arg 


Asn 




130 










135 










140 










He 


Val 


Glu 


Tyr 


He 


Lys 


Ala 


Arg 


Thr 


His 


Leu 


He 


Arg 


Trp 


Val 


Gly 


145 










150 










155 










160 


Leu 


Ser 


Arg 


Gin 


Lys 


Ser 


Asn 


Glu 


Val 


Trp 


Lys 


Trp 


Glu 


Asp 


Gly 


Ser 










165 










170 










175 




Val 


He 


Ser 


Glu 


Asn 


Met 


Phe 


Glu 


Phe 


Leu 


Glu 


Asp 


Gly 


Lys 


Gly 


Asn 








180 










185 










190 






Met 


Asn 


Cys 


Ala 


Tyr 


Phe 


His 


Asn 


Gly 


Lys 


Met 


His 


Pro 


Thr 


Phe 


Cys 






195 










200 










205 








Glu 


Asn 


Lys 


His 


Tyr 


Leu 


Met 


Cys 


Glu 


Arg 


Lys 


Ala 


Gly 


Met 


Thr 


Lys 




210 










215 










220 










Val 


Asp 


Gin 


Leu 


Pro 

























225 
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<210> 5 
<211> 3230 
<212> DNA 

<213> Homo sapiens 
<220> 

< 2 2 1 > 5 ' UTR 
<222> 1 . .234 

<220> 

<2 21> CDS 

<222> 235 . .2562 

<220> 

<221> 3'UTR 
<222> 2563 . .3230 

<400> 5 

agtgtgttta agactagggt catgcccaca tcaatctcag attcccattt tatctttctt 60 
ttttggtatc actcctagta ccaagtcttg tgtctgtcaa tatcctgtcc aaaaaagaaa 120 
aacacaccaa ggaaaattaa tataggaaaa atttaaaaag ttattagagg actgaaaata 180 
taaaaatgga acactgaaag acacagagtt tttattttca gcactgcagc tctg atg 237 

Met 
1 

ggt cag cca 285 
Gly Gin Pro 
15 

gtg cct cac 333 
Val Pro His 

gac age ttc 381 
Asp Ser Phe 

act ctt ctg 429 
Thr Leu Leu 
65 

tct cag gcc 477 
Ser Gin Ala 
80 

cct ttg aag 525 
Pro Leu Lys 
95 

etc tec tat 573 
Leu Ser Tyr 

agg gta aat 621 
Arg Val Asn 

aca gag cag 669 

Thr Glu Gin 

145 

tgc tac tac 717 

Cys Tyr Tyr 
160 

ctt agt acc 765 



gtc cag etc cac cag gac aca gat ccc cag ate cct aaa 
Val Gin Leu His Gin Asp Thr Asp Pro Gin lie Pro Lys 

5 10 
tgc acc ctg aac age tea gag gga gga gcc agg cca gca 
Cys Thr Leu Asn Ser Ser Glu Gly Gly Ala Arg Pro Ala 

20 25 30 

acc ttg ttc tct tet get eta gae aga tgg etc eat aat 
Thr Leu Phe Ser Ser Ala Leu Asp Arg Trp Leu His Asn 

35 40 45 

ata atg gca gtg ggt gag ccc ctg gtg cac ate agg gtc 
He Met Ala Val Gly Glu Pro Leu Val His He Arg Val 
50 55 60 

ctg etc tgg ttt gga atg ttt ttg tct att tct ggc cac 
Leu Leu Trp Phe Gly Met Phe Leu Ser He Ser Gly His 

70 75 
agg ccc tee cag tat ttc act tct cca gaa gtg gtg ate 
Arg Pro Ser Gin Tyr Phe Thr Ser Pro Glu Val Val He 

85 90 
gtg ate age agg ggc aga ggt gca aag get cct gga tgg 
Val He Ser Arg Gly Arg Gly Ala Lys Ala Pro Gly Trp 
100 105 110 

age ctg egg ttt ggg gga cag aga tac att gtc cac atg 
Ser Leu Arg Phe Gly Gly Gin Arg Tyr He Val His Met 

115 120 125 

aag ctg ttg ttt get gca cac ctt cct gtg ttc acc tae 
Lys Leu Leu Phe Ala Ala His Leu Pro Val Phe Thr Tyr 
130 135 140 

eat gcc ctg etc cag gat cag ccc ttc ate cag gat gae 
His Ala Leu Leu Gin Asp Gin Pro Phe He Gin Asp Asp 

150 155 
cat ggt tat gtg gag ggg gtc cct gag tee ttg gtt gcc 
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His Gly Tyr Val 
165 

tgt tct ggg ggc 

Cys Ser Gly Gly 
180 

gaa ate aag cca 
Glu lie Lys Pro 
195 

aag ata gac agt 
Lys lie Asp Ser 

210 

aca gaa gag aaa 
Thr Glu Glu Lys 

ttc act ctg aag 
Phe Thr Leu Lys 
245 

ttt gtt gag ctg 
Phe Val Glu Leu 
260 

caa agt aat gca 
Gin Ser Asn Ala 
275 

ata gtg gat tec 
lie Val Asp Ser 
290 

gga att gat ata 
Gly lie Asp lie 

eta gat aat gtt 
Leu Asp Asn Val 
325 

aat aat cga eta 
Asn Asn Arg Leu 
340 

caa gge atg aag 
Gin Gly Met Lys 
355 

cct ttt aat act 
Pro Phe Asn Thr 
370 

ttt gca att act 
Phe Ala He Thr 

cat gac ace eag 
His Asp Thr Gin 
405 

gcc tat aga aag 
Ala Tyr Arg Lys 
420 

tat tgg gac agt 
Tyr Trp Asp Ser 
435 

tat cca ggg aat 
Tyr Pro Gly Asn 
450 



Glu Gly Val Pro Glu 
170 

ttt ctt gga atg eta 
Phe Leu Gly Met Leu 
185 

att agt gtt tct gcc 
He Ser Val Ser Ala 
200 

gat gat aca eag ttt 
Asp Asp Thr Gin Phe 
215 

ata gca cac eag atg 
He Ala His Gin Met 
230 

caa agt tct ttt gtg 
Gin Ser Ser Phe Val 
250 

gta gtg gtc gtg gat 
Val Val Val Val Asp 

265 

aca aca gtg eag eat 
Thr Thr Val Gin His 
280 

ttc tat cat cct ttg 
Phe Tyr His Pro Leu 
295 

tgg act gca tea aat 
Trp Thr Ala Ser Asn 
310 

tta gag gac ttt tct 
Leu Glu Asp Phe Ser 
330 

caa cat gat gtt gca 
Gin His Asp Val Ala 
345 

ctt ggt gtt gcc tat 
Leu Gly Val Ala Tyr 
360 

gga gtt gat gtt ttt 
Gly Val Asp Val Phe 
375 

ttg ggc cac gag ctt 
Leu Gly His Glu Leu 
390 

tgg tgt gtg tgc gag 
Trp Cys Val Cys Glu 
410 

gtg aca act aaa ttt 
Val Thr Thr Lys Phe 
425 

act ate agt agt gga 
Thr He Ser Ser Gly 
440 

ata ttt aga ctg aag 
lie Phe Arg Leu Lys 
455 



Ser Leu Val Ala 

cag ata aat gac 
Gin He Asn Asp 
190 

aca ttt gaa cac 
Thr Phe Glu His 
205 

cca ect atg aga 
Pro Pro Met Arg 
220 

gag ttg caa ttg 
Glu Leu Gin Leu 
235 

ggc tgg tgg ace 
Gly Trp Trp Thr 

aat att aga tat 
Asn He Arg Tyr 
270 

gaa gta ttt aac 
Glu Val Phe Asn 
285 

gag gtt gat gta 
Glu Val Asp Val 
300 

cca ctt cct acc 
Pro Leu Pro Thr 
315 

att tgg aag aat 
He Trp Lys Asn 

cat ett ttc ata 
His Leu Phe He 
350 

gtt aaa gga ata 
Val Lys Gly He 
365 

gaa gac aac agg 
Glu Asp Asn Arg 
380 

ggt cat aat ttg 
Gly His Asn Leu 
395 

eta cag tgg tgc 
Leu Gin Trp Cys 

age aac tgc agt 
Ser Asn Cys Ser 
430 

tta tgt att caa 
Leu Cys He Gin 
445 

tac tgt ggg aat 
Tyr Cys Gly Asn 
460 



Leu Ser Thr 
175 

ctt gtt tat 813 
Leu Val Tyr 

eta gta tat 861 
Leu Val Tyr 

tgt ggg tta 909 
Cys Gly Leu 
225 

tea tat aat 957 
Ser Tyr Asn 
240 

cat cag egg 1005 

His Gin Arg 

255 

ctt ttc tct 1053 
Leu Phe Ser 

gtt gtc aat 1101 
Val Val Asn 

att ttg act 1149 
He Leu Thr 
305 

agt gga gac 1197 
Ser Gly Asp 
320 

tat aac ctt 1245 

Tyr Asn Leu 

335 

aaa gae aca 1293 
Lys Asp Thr 

tgc cag aat 1341 
Cys Gin Asn 

ttg gtc gtt 1389 
Leu Val Val 
385 

ggt atg caa 1437 
Gly Met Gin 
400 

ata atg cat 1485 

He Met His 

415 

tat gcc caa 1533 
Tyr Ala Gin 

ccg cct cca 1581 
Pro Pro Pro 

eta gtg gtt 1629 
Leu Val Val 
465 
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gaa gaa ggg gag 
Glu Glu Gly Glu 

gat ccc tgt tgt 
Asp Pro Cys Cys 
485 

get ttt gga ata 
Ala Phe Gly He 
500 

tta tgt aga caa 
Leu Cys Arg Gin 
515 

ggg aca tec cat 
Gly Thr Ser His 
530 

tec tgt aat gtg 
Ser Cys Asn Val 

gat ata caa tgt 
Asp He Gin Cys 
565 

cag agt tgc tac 
Gin Ser Cys Tyr 
580 

tgt ggt att gta 
Cys Gly He Val 
595 

atg tgt ggg agg 
Met Cys Gly Arg 
610 

ata gag cat tct 
He Glu His Ser 

tgg ggc act gat 
Trp Gly Thr Asp 
645 

gtg aaa gat ggc 
Val Lys Asp Gly 
660 

aag tgt gcc agt 
Lys Cys Ala Ser 
675 

tgc aac atg agg 
Cys Asn Met Arg 
690 

cat gaa tgg gca 
His Glu Trp Ala 

get gat agt ggc 
Ala Asp Ser Gly 
725 

atg gga aag ttg 
Met Gly Lys Leu 
740 

get ttt tta tta 
Ala Phe Leu Leu 



gaa tgt gac tgt gga 
Glu Cys Asp Cys Gly 
470 

ctg tta aac tgt act 
Leu Leu Asn Cys Thr 
490 

tgt tgc aaa gac tgc 
Cys Cys Lys Asp Cys 
505 

caa gtt ggt gaa tgt 
Gin Val Gly Glu Cys 
520 

caa tgc eca gat gat 
Gin Cys Pro Asp Asp 
535 

aat gee ttc tgc tat 
Asn Ala Phe Cys Tyr 
550 

aaa gag att ttt ggc 
Lys Glu He Phe Gly 
570 

caa gaa ate aac ace 
Gin Glu He Asn Thr 
585 

ggc aca aca tat gta 
Gly Thr Thr Tyr Val 
600 

gtt cag tgt gaa aat 
Val Gin Cys Glu Asn 
615 

aca gtg cag cag ttt 
Thr Val Gin Gin Phe 
630 

tat cat tta ggg atg 
Tyr His Leu Gly Met 
650 

aca gta tgt ggt eca 
Thr Val Cys Gly Pro 
665 

atg gtt cat ctg tea 
Met Val His Leu Ser 
680 

gga ate tgc aac aac 
Gly He Cys Asn Asn 
695 

ccc eca tac tgc aag 
Pro Pro Tyr Cys Lys 
710 

eca cct cct aag aac 
Pro Pro Pro Lys Asn 
730 

cgt tac ctg tea eta 
Arg Tyr Leu Ser Leu 
745 

ttt tgc tta cat gtg 
Phe Cys Leu His Val 



ace ata egg cag 
Thr He Arg Gin 
475 

eta cat cct ggg 
Leu His Pro Gly 

aaa ttt ctg eca 
Lys Phe Leu Pro 
510 

gac ctt eca gag 
Asp Leu Pro Glu 
525 

gtg tat gtg cag 
Val Tyr Val Gin 
540 

gaa aag acg tgt 
Glu Lys Thr Cys 
555 

caa gat gca agg 
Gin Asp Ala Arg 

caa gga aac cgt 
Gin Gly Asn Arg 
590 

aaa tgt tgg acc 
Lys Cys Trp Thr 
605 

gtg gga gta att 
Val Gly Val He 
620 

cac etc aat gac 
His Leu Asn Asp 
635 

get ata cct gat 
Ala He Pro Asp 

gaa aag ate tgc 
Glu Lys He Cys 
570 

caa gcc tgt cag 
Gin Ala Cys Gin 
685 

aaa caa cac tgt 
Lys Gin His Cys 
700 

gac aaa ggc tat 
Asp Lys Gly Tyr 
715 

aac atg gaa gga 
Asn Met Glu Gly 

ttg tgc ctt ctt 
Leu Cys Leu Leu 
750 

ctt ttt aag aaa 
Leu Phe Lys Lys 



tgt gca aaa 1677 

Cys Ala Lys 
480 

get get tgt 1725 

Ala Ala Cys 

495 

tea gga act 1773 

Ser Gly Thr 

tgg tgc aat 1821 
Trp Cys Asn 

gac ggg ate 1869 
Asp Gly He 
545 

aat aac cat 1917 
Asn Asn His 
560 

agt gca tet 1965 

Ser Ala Ser 

575 

ttc ggt cac 2013 
Phe Gly His 

cct gat ate 2061 
Pro Asp He 

ccc aat ctg 2109 
Pro Asn Leu 
625 

ace act tgc 2157 
Thr Thr Cys 
640 

att ggt gag 2205 

He Gly Glu 

655 

ate cgt aag 2253 
He Arg Lys 

cct aag ace 2301 
Pro Lys Thr 

cac tgc aac 2349 
His Cys Asn 
705 

gga ggt agt 2397 
Gly Gly Ser 
720 

tta aat gtg 2445 

Leu Asn Val 

735 

cct ttg gtt 2493 
Pro Leu Val 

cgc aca aaa 2541 
Arg Thr Lys 
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755 760 765 

agt aaa gaa gat gaa gaa gga taagagaaat gggaaaaaga aggagactaa 2592 
Ser Lys Glu Asp Glu Glu Gly 
770 775 

actttatact tcatttttaa tatccaattt tttaatagaa aaatatgaag ccatgtctca 2652 
ctgtttaaat aaaacttcat ggacatttca tgtcaggatt gcaagcatta gctatcacag 2712 
caaaggattc ctagcctatt cttacttact ctacagtgtc ttaagcaata ttaaaggttc 2772 
cttttcccag aagttgtgtc tttatgtttc ctgagcaaag gcacagaaaa gatagtttca 2832 
agctgttgtc cctcattttt aactctcctc tctctctctc tctttttttt tttttttttg 2892 
ctgtactatg taatgttcag gatgtgcctg tacacaactc atttctgttt ggcacattca 2952 
gctgtgccaa agggggcagt agaagtagcc tggagtgatg atgagggaag aagggagctt 3012 
tctttcctgt gtgcttacca tgagtgtcac cattattttg gttggggcca ttcactctgg 3072 
caattatatt tggtttcaga ttccagttct gttgtcactt ttagaaccac cctcattttt 3132 
ccttagaaat accagcagca gttggacact gacctcctta ggggtccggg agtgagcagg 3192 
gttgtggtcc tctgagttct tgaagcagca gcagctgt 3230 



<210> 6 

<211> 776 

<212> PRT 

<213> Homo sapiens 



<400> 6 





1 


Gin 


T .^=*T 1 
LjsZ U. 


Hi 


Gin 


Asp 


Thr 


Asp 


Pro 


Gin 


He 


Pro 


Lys 


Gly 


Gin 


1 








5 










10 










15 






L,yb 


Thr- 


-LiC Li 

20 


A c; m 


o C i. 


^ P T 
OCX 




Gly 
25 


Gly 


Ala 




Pro 


Ala 
30 


Val 


Pro 


nl S 


Thr 


Leu 
35 


Fne 


Ser 


oc r 




Leu 
40 


Asp 


Arg 


i rp 


Leu 


n j_ 
45 


A G Tl 






Phe 


He 
50 


Met 


Ala 


Val 


Gly 


Glu 
55 


Pro 


Leu 


Val 


His 


He 
60 


Arg 


Val 


Thr 


Leu 


Leu 


Leu 


Leu 


Trp 


Phe 


Gly 


Met 


Phe 


Leu 


Ser 


He 


Ser 


Gly 


His 


Ser 


Gin 


65 










70 










75 










80 


Ala 


Arg 


Pro 


Ser 


Gin 
85 


Tyr 


Phe 


Thr 


Ser 


Pro 
90 


Glu 


Val 


Val 


He 


Pro 
95 


Leu 


Lys 


Val 


He 


Ser 
100 


Arg 


Gly 


Arg 


Gly 


Ala 
105 


Lys 


Ala 


Pro 


Gly 


Trp 
110 


Leu 


Ser 


Tyr 


Ser 


Leu 
115 


Arg 


Phe 


Gly 


Gly 


Gin 
120 


Arg 


Tyr 


He 


Val 


His 
125 


Met 


Arg 


Val 


Asn 


Lys 
130 


Leu 


Leu 


Phe 


Ala 


Ala 

135 


His 


Leu 


Pro 


Val 


Phe 
140 


Thr 


Tyr 


Thr 


Glu 


Gin 


His 


Ala 


Leu 


Leu 


Gin 


Asp 


Gin 


Pro 


Phe 


He 


Gin 


Asp 


Asp 


Cys 


Tyr 


145 










150 










155 










160 


Tyr 


His 


Gly 


Tyr 


Val 
165 


Glu 


Gly 


Val 


Pro 


Glu 
170 


Ser 


Leu 


Val 


Ala 


Leu 
175 


Ser 


Thr 


Cys 


Ser 


Gly 
180 


Gly 


Phe 


Leu 


Gly 


Met 
185 


Leu 


Gin 


He 


Asn 


Asp 
190 


Leu 


Val 


Tyr 


Glu 


He 
195 


Lys 


Pro 


He 


Ser 


Val 
200 


Ser 


Ala 


Thr 


Phe 


Glu 
205 


His 


Leu 


Val 


Tyr 


Lys 

210 


He 


Asp 


Ser 


Asp 


Asp 
215 


Thr 


Gin 


Phe 


Pro 


Pro 
220 


Met 


Arg 


Cys 


Gly 


Leu 


Thr 


Glu 


Glu 


Lys 


He 


Ala 


His 


Gin 


Met 


Glu 


Leu 


Gin 


Leu 


Ser 


Tyr 


225 










230 










235 










240 


Asn 


Phe 


Thr 


Leu 


Lys 
245 


Gin 


Ser 


Ser 


Phe 


Val 
250 


Gly 


Trp 


Trp 


Thr 


His 
255 


Gin 


Arg 


Phe 


Val 


Glu 
260 


Leu 


Val 


Val 


Val 


Val 
265 


Asp 


Asn 


He 


Arg 


Tyr 
270 


Leu 


Phe 
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Ser Gin Ser Asn Ala Thr Thr Val Gin His Glu Val Phe Asn Val Val 

275 280 285 

Asn lie Val Asp Ser Phe Tyr His Pro Leu Glu Val Asp Val lie Leu 

290 295 300 

Thr Gly lie Asp lie Trp Thr Ala Ser Asn Pro Leu Pro Thr Ser Gly 
305 310 315 320 

Asp Leu Asp Asn Val Leu Glu Asp Phe Ser lie Trp Lys Asn Tyr Asn 

325 330 335 

Leu Asn Asn Arg Leu Gin His Asp Val Ala His Leu Phe lie Lys Asp 

340 345 350 

Thr Gin Gly Met Lys Leu Gly Val Ala Tyr Val Lys Gly He Cys Gin 

355 360 365 

Asn Pro Phe Asn Thr Gly Val Asp Val Phe Glu Asp Asn Arg Leu Val 

370 375 380 

Val Phe Ala He Thr Leu Gly His Glu Leu Gly His Asn Leu Gly Met 
385 390 395 400 

Gin His Asp Thr Gin Trp Cys Val Cys Glu Leu Gin Trp Cys He Met 

405 410 415 

His Ala Tyr Arg Lys Val Thr Thr Lys Phe Ser Asn Cys Ser Tyr Ala 

420 425 430 

Gin Tyr Trp Asp Ser Thr He Ser Ser Gly Leu Cys He Gin Pro Pro 

435 440 445 

Pro Tyr Pro Gly Asn He Phe Arg Leu Lys Tyr Cys Gly Asn Leu Val 

450 455 460 

Val Glu Glu Gly Glu Glu Cys Asp Cys Gly Thr He Arg Gin Cys Ala 
465 470 475 480 

Lys Asp Pro Cys Cys Leu Leu Asn Cys Thr Leu His Pro Gly Ala Ala 

485 490 495 

Cys Ala Phe Gly He Cys Cys Lys Asp Cys Lys Phe Leu Pro Ser Gly 

500 505 510 

Thr Leu Cys Arg Gin Gin Val Gly Glu Cys Asp Leu Pro Glu Trp Cys 

515 520 525 

Asn Gly Thr Ser His Gin Cys Pro Asp Asp Val Tyr Val Gin Asp Gly 

530 535 540 

He Ser Cys Asn Val Asn Ala Phe Cys Tyr Glu Lys Thr Cys Asn Asn 
545 550 555 560 

His Asp He Gin Cys Lys Glu He Phe Gly Gin Asp Ala Arg Ser Ala 

565 570 575 

Ser Gin Ser Cys Tyr Gin Glu He Asn Thr Gin Gly Asn Arg Phe Gly 

580 585 590 

His Cys Gly He Val Gly Thr Thr Tyr Val Lys Cys Trp Thr Pro Asp 

595 600 605 

He Met Cys Gly Arg Val Gin Cys Glu Asn Val Gly Val He Pro Asn 

610 615 620 

Leu He Glu His Ser Thr Val Gin Gin Phe His Leu Asn Asp Thr Thr 
625 630 635 640 

Cys Trp Gly Thr Asp Tyr His Leu Gly Met Ala He Pro Asp He Gly 

645 650 655 

Glu Val Lys Asp Gly Thr Val Cys Gly Pro Glu Lys He Cys He Arg 

660 665 670 

Lys Lys Cys Ala Ser Met Val His Leu Ser Gin Ala Cys Gin Pro Lys 

675 680 685 

Thr Cys Asn Met Arg Gly He Cys Asn Asn Lys Gin His Cys His Cys 

690 695 700 

Asn His Glu Trp Ala Pro Pro Tyr Cys Lys Asp Lys Gly Tyr Gly Gly 
705 710 715 720 



.1: (iI-:N 142 i ;S()5 Rf-d Sequence S1:QI .IS r'KJct:0():.t\t DNB jaj 
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Ser Ala Asp Ser Gly Pro Pro Pro 
725 

Val Met Gly Lys Leu Arg Tyr Leu 
740 

Val Ala Phe Leu Leu Phe Cys Leu 
755 760 
Lys Ser Lys Glu Asp Glu Glu Gly 
770 775 



Lys Asn Asn Met Glu Gly Leu Asn 

730 735 
Ser Leu Leu Cys Leu Leu Pro Leu 
745 750 
His Val Leu Phe Lys Lys Arg Thr 
765 



<210> 7 

<211> 1436 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> 5'UTR 
<222> 1 . .263 



<220> 
<221> CDS 
<222> 264 . . 926 



<220> 

<221> 3'UTR 
<222> 927 . . 1436 



<220> 

<221> polyA_signal 
<222> 1404 . . 1409 



<220> 

<221> polyA_site 
<222> 1421 . . 1436 



<400> 7 

attgtgcttg gccaatgcct cttctgaagc agccatcccg gcctcttggt actgctgacc 60 
ccagccaggc tacagggatc gattggagct gtccttgggg ctgtaattgg ccccagctga 120 
gcagggcaaa cactgaggtc aactacaagc cacaggcccc ttccccagcc tcagttcaca 180 
gctgccctgt tgcagggagg cggtggccct tctgttgcta gaccgagcct gtgggatata 24 0 
ccaaggcaga ggagcccata gcc atg agg age etc ggg gee ctg etc ttg ctg 293 

Met Arg Ser Leu Gly Ala Leu Leu Leu Leu 
-15 -10 
ctg age gcc tgc ctg gcg gtg age get gge cct gtg cca acg ccg ccc 341 
Leu Ser Ala Cys Leu Ala Val Ser Ala Gly Pro Val Pro Thr Pro Pro 

-5 15 
gac aac ate eaa gtg eag gaa aac ttc aat ate tet egg ate tat ggg 389 
Asp Asn lie Gin Val Gin Glu Asn Phe Asn lie Ser Arg lie Tyr Gly 

10 15 20 

aag tgg tac aac ctg gcc ate ggt tec acc tgc ccc tgg ctg aag aag 437 
Lys Trp Tyr Asn Leu Ala lie Gly Ser Thr Cys Pro Trp Leu Lys Lys 

25 30 35 

ate atg gac agg atg aca gtg age acg ctg gtg ctg gga gag gge get 485 
lie Met Asp Arg Met Thr Val Ser Thr Leu Val Leu Gly Glu Gly Ala 
40 45 50 55 

aca gag gcg gag ate age atg acc age act cgt tgg egg aaa ggt gtc 533 
Thr Glu Ala Glu lie Ser Met Thr Ser Thr Arg Trp Arg Lys Gly Val 



i: (U N 142. US()5 Ri;(i Sequence SI-QIIS I-'X )et2(K)2 t\l DNB jaj 
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60 65 70 

tgt gag gag acg tct gga get tat gag aaa aca gat act gat ggg aag 581 
Cys Glu Glu Thr Ser Gly Ala Tyr Glu Lys Thr Asp Thr Asp Gly Lys 

75 80 85 

ttt etc tat cac aaa tec aaa tgg aac ata acc atg gag tec tat gtg 629 
Phe Leu Tyr His Lys Ser Lys Trp Asn lie Thr Met Glu Ser Tyr Val 

90 95 100 

gtc cac acc aac tat gat gag tat gee att ttc ctg ace aag aaa ttc 677 
Val His Thr Asn Tyr Asp Glu Tyr Ala lie Phe Leu Thr Lys Lys Phe 

105 110 115 

age cgc cat cat gga ccc acc att act gee aag etc tac ggg egg gcg 725 
Ser Arg His His Gly Pro Thr lie Thr Ala Lys Leu Tyr Gly Arg Ala 
120 125 130 135 

ccg cag ctg agg gaa act etc ctg cag gae ttc aga gtg gtt gcc cag 773 
Pro Gin Leu Arg Glu Thr Leu Leu Gin Asp Phe Arg Val Val Ala Gin 

140 145 150 

ggt gtg ggc ate cct gag gac tec ate ttc aee atg get gae ega ggt 821 
Gly Val Gly lie Pro Glu Asp Ser lie Phe Thr Met Ala Asp Arg Gly 

155 160 165 

gaa tgt gtc eet ggg gag cag gaa eea gag ccc ate tta ate ccg aga 869 
Glu Cys Val Pro Gly Glu Gin Glu Pro Glu Pro lie Leu lie Pro Arg 

170 175 180 

gtc egg agg get get acc eea aga aga gga agg ate agg ggg tgg gca 917 
Val Arg Arg Ala Ala Thr Pro Arg Arg Gly Arg lie Arg Gly Trp Ala 

185 190 195 

aet ggt aac tgaagteaec aagaaagaag attcctgcea getgggctac 966 
Thr Gly Asn 
200 

tcggccggtc cctgcatggg aatgaccage aggtatttet ataatggtac ateeatggcc 1026 
tgtgagactt tccagtacgg eggetgcatg ggcaacggta acaacttcgt cacagaaaag 1086 
gagtgtctgc agacctgecg aactgtggcg gcctgeaatc tecceatagt ccggggcecc 1146 
tgccgagcct teatecagct ctgggcattt gatgctgtca aggggaagtg cgtcctcttc 1206 
ccctacgggg getgccaggg caacgggaac aagttetact cagagaagga gtgcagagag 1266 
tactgeggtg tccetggtga tggtgatgag gagctgctgc gettctceaa ctgacaactg 1326 
gccggtctgc aagteagagg atggccagtg tctgtcccgg ggtcetgtgg caggeagege 1386 
caageaaect gggtccaaat aaaaactaaa ttgeaaaaaa aaaaaaaaaa 1436 



<210> 8 

<211> 221 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> 1 . . 19 



<400> 8 

Met Arg Ser Leu 

Val Ser Ala Gly 
1 

Glu Asn Phe Asn 
15 

He Gly Ser Thr 
30 

Val Ser Thr Leu 



Gly Ala Leu Leu 
-15 

Pro Val Pro Thr 
5 

He Ser Arg He 
20 

Cys Pro Trp Leu 
35 

Val Leu Gly Glu 



Leu Leu Leu Ser 
-10 

Pro Pro Asp Asn 

Tyr Gly Lys Trp 
25 

Lys Lys He Met 
40 

Gly Ala Thr Glu 



Ala Cys Leu Ala 

-5 

He Gin Val Gin 
10 

Tyr Asn Leu Ala 

Asp Arg Met Thr 
45 

Ala Glu He Ser 



,1: (ii;N.I42.US0> Ri:(i Sequence S[:yilS"l-<)(>L;l20()2 txli:)Mljaj 



12 



Met 

Ala 

Lys 

Glu 
110 
Thr 

Leu 

Asp 

Gin 

Pro 
190 



Thr Ser Thr 
65 

Tyr Glu Lys 
80 

Trp Asn He 

95 

Tyr Ala He 

He Thr Ala 

Leu Gin Asp 
145 

Ser He Phe 
160 

Glu Pro Glu 
175 

Arg Arg Gly 



50 
Arg 

Thr 

Thr 

Phe 

Lys 
130 
Phe 

Thr 

Pro 

Arg 



Trp 

Asp 

Met 

Leu 
115 
Leu 

Arg 

Met 

He 

He 

195 



Arg 

Thr 

Glu 
100 
Thr 

Tyr 

Val 

Ala 

Leu 
180 
Arg 



55 

Lys Gly Val 
70 

Asp Gly Lys 
85 

Ser Tyr Val 

Lys Lys Phe 

Gly Arg Ala 
135 

Val Ala Gin 
150 

Asp Arg Gly 
165 

He Pro Arg 
Gly Trp Ala 



Cys 

Phe 

Val 

Ser 
120 
Pro 

Gly 

Glu 

Val 

Thr 

200 



Glu 

Leu 

His 
105 
Arg 

Gin 

Val 

Cys 

Arg 
185 
Gly 



Glu 

Tyr 

90 

Thr 

His 

Leu 

Gly 

Val 
170 
Arg 

Asn 



Thr 

75 

His 

Asn 

His 

Arg 

He 
155 
Pro 

Ala 



60 
Ser 

Lys 

Tyr 

Gly 

Glu 
140 
Pro 

Gly 

Ala 



Gly 

Ser 

Asp 

Pro 
125 
Thr 

Glu 

Glu 

Thr 



<210> 9 
<211> 2132 
<212> DNA 

<213> Homo sapiens 



<220> 

<221> 5 ' UTR 
<222> 1 . . 92 



<220> 
<221> CDS 
<222> 93 . . 551 



<220> 

< 2 2 1 > 3 ' UTR 
<222> 552 . .2132 



<220> 

<221> polyA_signal 
<222> 2085 . . 2090 



<220> 

<221> polyA_site 
<222> 2117 . .2132 



<400> 9 

gagatgtggt tctgcgcgtg tgcggacggc tgtctgttaa ctccgcggtc agttcccgga 60 
ctggtggctg gtctgcaggg ttgacctgcg ca atg cag agg ctg cag gta gtg 113 

Met Gin Arg Leu Gin Val Val 

-35 -30 



ctg ggc cac ctg agg ggt ccg gcc gat 

Leu Gly His Leu Arg Gly Pro Ala Asp 

-25 -20 

gcg cct tgc ctg age ggt gcc ccg cag 

Ala Pro Cys Leu Ser Gly Ala Pro Gin 
-10 -5 



tec ggc tgg atg ccg cag gcc 161 
Ser Gly Trp Met Pro Gin Ala 

- 15 

gcc teg gcc gcg gac gtg gtg 209 
Ala Ser Ala Ala Asp Val Val 
1 
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gtg gtg cac ggg egg cgc acg gcc ate tgc egg gcg gge cgc ggc ggc 257 

Val Val His Gly Arg Arg Thr Ala lie Cys Arg Ala Gly Arg Gly Gly 

5 10 15 20 

ttc aag gac acc ace ccc gac gag ctt etc teg gca gtc atg aec gcg 305 

Phe Lys Asp Thr Thr Pro Asp Glu Leu Leu Ser Ala Val Met Thr Ala 

25 30 35 

gtt etc aag gac gtg aat ctg agg ccg gaa cag ctg ggg gac ate tgt 353 
Val Leu Lys Asp Val Asn Leu Arg Pro Glu Gin Leu Gly Asp lie Cys 

40 45 50 

gtc gga aat gtg ctg cag cct ggg gee ggg gca ate atg gcc cga ate 401 
Val Gly Asn Val Leu Gin Pro Gly Ala Gly Ala He Met Ala Arg He 

55 60 65 

gcc eag ttt ctg agt gac ate ccg gag act gtg ect ttg tec act gtc 449 
Ala Gin Phe Leu Ser Asp He Pro Glu Thr Val Pro Leu Ser Thr Val 

70 75 80 

aat aga cag tgt teg teg ggg eta cag gca gtg gcc age ata gca ggg 497 
Asn Arg Gin Cys Ser Ser Gly Leu Gin Ala Val Ala Ser He Ala Gly 
85 90 95 100 

tgg agt cea tgt cce tgg ctg aca gag gga aec ctg gaa ata tta ctt 545 
Trp Ser Pro Cys Pro Trp Leu Thr Glu Gly Thr Leu Glu He Leu Leu 

105 110 115 

cgc get tgatggagaa ggagaaggcc agagattgcc tgattcctat ggggataacc 601 
Arg Ala 

tctgagaatg tggctgagcg gtttggcatt tcacgggaga agcaggatac ctttgccctg 661 
gcttcceagc agaaggcagc aagagcccag agcaagggct gtttccaagc tgagattgtg 721 
ectgtgaeca ccacggtcca tgatgacaag ggcaecaaga ggagcatcac tgtgacccag 781 
gatgagggta tccgccceag caccaccatg gagggcctgg ccaaactgaa gcetgccttc 841 
aagaaagatg gttctaccac agctggtgag actggtccgg ggtaggggta tgagaaagea 901 
ggccatggcc atgctgggtg ctgtactctg ggaaectgga atagaccagg cccctctgca 961 
aagtagaagt gggagggctg ggatctcctc atccecaccc cgatgccttc ttaccccaac 1021 
agtttgeccc taggaaaetc tagecaggtg agtgatgggg cagctgccat cctgctggcc 1081 
cggaggteca aggcagaaga gttgggcctt cccatccttg gggtcctgag gtcttatgca 1141 
gtggttgggg teccacctga catcatgggc attggacctg cctatgccat cccagtagct 1201 
ttgcaaaaag caggtaaggt ggctccttca tatagtatct gggteccacc tggatcctgc 1261 
agctgccctg catgetgttg ccaggggcat gagggtggtc ctgtgggtgc tgcagagtgg 1321 
aggtggggca ggctagtgtc ccatacttca agcccttcct gaccccacag ctgggattgg 1381 
ctcacccttc tggaagagac acacaccagg cagectgtag gcccatggat ggggtgggec 1441 
ccaggggagg cagagggcca gtgtgtcagc tcaggtettt acettgtctg cagggctgac 1501 
agtgagtgac gtggacatct tcgagatcaa tgaggcettt gcaagecagg etgcctactg 1561 
tgtggagaag ctacgactcc cccctgagaa ggtgaacccc ctggggggtg cagtggcctt 1621 
agggeaceca ctgggctgca ctggggcacg acaggtcatc acgctgctca atgagctgaa 1681 
gcgeegtggg aagagggcat acggagtggt gtccatgtgc ategggactg gaatgggagc 1741 
cgctgecgtc tttgaatacc ctgggaactg agtgaggtcc caggctggag gcgctaegca 1801 
gacagtcctg ctgctctagc agcaaggcag taacaccaca aaagcaaaac cacatgggaa 1861 
aactcagcae tggtggtggt ggcagtggac agatcaaggc acttcaactc atttggaaaa 1921 
tgtgaacact gatgacatgg tataggagtg ggtggggtgt tgagccaccc atcagaccct 1981 
ctttagctgt geaagataaa agcagcctgg gtcaeecagg ccacaaggcc atggttaatt 2041 
cttaaggcaa ggcaaatcca tggatgagaa gtgcaatggg catagtaaaa gtgcatgaat 2101 
ttatcttaaa aaaagaaaaa aaaaaaaaaa a 2132 

<210> 10 
<211> 153 
<212> PRT 

<213> Homo sapiens 
<220> 



J: (;i N .142 i;S<)5 Ri;(i Sequence SliQI IS r-'X)ct2(K)2 t\t DNB jaj 
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<221> SIGNAL 
<222> 1 . . 35 



<400> 10 

Met Gin Arg Leu Gin Val Val Leu Gly His Leu Arg Gly Pro Ala Asp 
-35 -30 -25 -20 

Ser Gly Trp Met Pro Gin Ala Ala Pro Cys Leu Ser Gly Ala Pro Gin 

-15 -10 -5 

Ala Ser Ala Ala Asp Val Val Val Val His Gly Arg Arg Thr Ala He 

15 10 
Cys Arg Ala Gly Arg Gly Gly Phe Lys Asp Thr Thr Pro Asp Glu Leu 

15 20 25 

Leu Ser Ala Val Met Thr Ala Val Leu Lys Asp Val Asn Leu Arg Pro 
30 35 40 45 

Glu Gin Leu Gly Asp He Cys Val Gly Asn Val Leu Gin Pro Gly Ala 

50 55 60 

Gly Ala He Met Ala Arg He Ala Gin Phe Leu Ser Asp He Pro Glu 

65 70 75 

Thr Val Pro Leu Ser Thr Val Asn Arg Gin Cys Ser Ser Gly Leu Gin 

80 85 90 

Ala Val Ala Ser He Ala Gly Trp Ser Pro Cys Pro Trp Leu Thr Glu 

95 100 105 

Gly Thr Leu Glu He Leu Leu Arg Ala 
110 115 



<210> 11 

<211> 2266 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> 5'UTR 
<222> 1 . .200 



<220> 
<221> CDS 
<222> 201 . . 986 



<220> 

<221> 3'UTR 
<222> 987 . .2266 



<220> 

<221> polyA_signal 
<222> 2233 . . 2238 



<220> 

<221> polyA_site 
<222> 2251 . .2266 



<400> 11 

aacagagcta gactccgtct caagaagaag aagaaggaga agaaggagaa ggagaaggga 60 

aaaaagaatc ctcatcatta atgcaagtgg aaggaaactc ttcaccaaag aattgatcac 120 

atcatgaaag gtgaaatcat tacggaattg cttaaatata taatttgaat ctggatttaa 180 

aaataataaa tgtgatcagg atg ccc ttc tct cat ctg tct acc tac age ctg 233 

Met Pro Phe Ser His Leu Ser Thr Tyr Ser Leu 
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-20 -15 
gtt tgg gtc atg gca gca gtg gtg ctg tgc aca gca caa gtg caa gtg 281 
Val Trp Val Met Ala Ala Val Val Leu Cys Thr Ala Gin Val Gin Val 

-10 -5 1 

gtg acc cag gat gaa aga gag cag ctg tac aca act get tec tta aaa 329 
Val Thr Gin Asp Glu Arg Glu Gin Leu Tyr Thr Thr Ala Ser Leu Lys 
5 10 15 20 

tgc tct ctg caa aat gcc cag gaa gcc etc att gtg aca tgg cag aaa 377 
Cys Ser Leu Gin Asn Ala Gin Glu Ala Leu lie Val Thr Trp Gin Lys 

25 30 35 

aag aaa get gta age cca gaa aac atg gtc acc ttc age gag aac cat 425 
Lys Lys Ala Val Ser Pro Glu Asn Met Val Thr Phe Ser Glu Asn His 

40 45 50 

ggg gtg gtg ate cag cct gcc tat aag gac aag ata aac att aec cag 473 
Gly Val Val lie Gin Pro Ala Tyr Lys Asp Lys lie Asn lie Thr Gin 

55 60 65 

ctg gga etc caa aac tea aee ate acc ttc tgg aat ate acc ctg gag 521 
Leu Gly Leu Gin Asn Ser Thr lie Thr Phe Trp Asn lie Thr Leu Glu 

70 75 80 

gat gaa ggg tgt tac atg tgt etc ttc aat ace ttt ggt ttt ggg aag 569 
Asp Glu Gly Cys Tyr Met Cys Leu Phe Asn Thr Phe Gly Phe Gly Lys 
85 90 95 100 

ate tea gga acg gcc tgc etc aec gtc tat gta cag cec ata gta tec 617 
lie Ser Gly Thr Ala Cys Leu Thr Val Tyr Val Gin Pro lie Val Ser 

105 110 115 

ctt cae tac aaa ttc tct gaa gac eae eta aat ate act tge tet gcc 665 
Leu His Tyr Lys Phe Ser Glu Asp His Leu Asn lie Thr Cys Ser Ala 

120 125 130 

act gcc cgc cca gcc cec atg gtc ttc tgg aag gtc cct egg tea ggg 713 
Thr Ala Arg Pro Ala Pro Met Val Phe Trp Lys Val Pro Arg Ser Gly 

135 140 145 

att gaa aat agt aca gtg act ctg tet cac cca aat ggg aee aeg tct 761 
lie Glu Asn Ser Thr Val Thr Leu Ser His Pro Asn Gly Thr Thr Ser 

150 155 160 

gtt aee age ate etc eat ate aaa gac cct aag aat eag gtg ggg aag 809 
Val Thr Ser lie Leu His lie Lys Asp Pro Lys Asn Gin Val Gly Lys 
165 170 175 180 

gag gtg ate tgc cag gtg ctg cae ctg ggg act gtg acc gac ttt aag 857 
Glu Val lie Cys Gin Val Leu His Leu Gly Thr Val Thr Asp Phe Lys 

185 190 195 

caa aee gtc aac aaa ggc tat tgg ttt tea gtt ccg eta ttg eta age 905 
Gin Thr Val Asn Lys Gly Tyr Trp Phe Ser Val Pro Leu Leu Leu Ser 

200 205 210 

att gtt tee ctg gta att ctt etc gtc eta ate tea ate tta ctg tac 953 
lie Val Ser Leu Val lie Leu Leu Val Leu lie Ser lie Leu Leu Tyr 

215 220 225 

tgg aaa cgt eae egg aat cag gac cga gag cec taaataagtc acacagcaee 1006 
Trp Lys Arg His Arg Asn Gin Asp Arg Glu Pro 

230 235 
ctgaaagtga ttccetggtc tacttgaatt tgaeacaaga gaaaageagg agaaaaaggg 1066 
gecattctcc aaaggacctg aaagageaaa agaggtggga gcgaaageet taaggatccc 1126 
aegacttttt aetgeeatet gagctaetca gtgtttgaat cccaagagga agtcagttta 1186 
cetctcaggt ctgttgtagg acttgatttt gtaaagcaat gccatgttat gtggttgaaa 1246 
gggcactgga ettagttagt atcaggagca ctgageteac agactgactt gggeteetae 1306 
tggtggggac etctgttagt cactttacet eatecaaagt ataaaggaat tggaceaaat 1366 
aatttaecac atagctetaa aaettaattt aaaatgtaat teeagaaaaa aaaagggaat 1426 
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aagcaaaggg ggaagaattg aaagagagag agaagaaaga atacagagag cttacctttt 1486 

gcctttctgt tgatgttaca tctcttcttc ctatgttctt aggtctatga gtctgtttcc 1546 

ccatcatttg gtatctagtc cagttcctgc ttactgcttt gctaatagct ggccttgcta 1606 

gaatccttgg tttcactgct gttcttcatg tgcttctatg agatttactc caacacaaat 1666 

aggactgaat ttattgtgaa gtaacattgg caatcttaac ttattcattt aacttatttt 1726 

tatagctaga taaatattgt tagtcttaga caatagctca cattttttga gaagcatgcc 1786 

ctccctgtcc atttgtctta taacatgacc cagccctatt ttacgtcatt ctaaattcag 1846 

cctcatataa tgaaaataca ttatgaaaac agatgtttag gagatttcct gtatagcagt 1906 

cagccaattc atatgctttg tctctgctgg cttctttttc catgcgttaa cttttcccaa 1966 

tagcagagga ggcaaatatg agcatacaat ccctttgttc taaagatatt gttccagcta 2026 

gtggaatgat gttgaatctt taataaccat aattagttgc tttttcagta tcttctgctt 2086 

tgtctgtgtc tatccagtgg cctaggaatt aaagtgtaag ttgttttcgc tgttaaattg 2146 

gatatttata tatatatata tagcaagatt ttcatgtgtt atttaattct gtattgtttc 2206 

ttatatttgt agtaaaatat tgaacaatta aaagtgttga ctccaaaaaa aaaaaaaaaa 2266 



<210> 12 

<211> 262 

<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222> 1 . . 23 



<400> 12 

Met Pro Phe Ser His Leu Ser Thr Tyr Ser Leu Val Trp Val Met Ala 

-20 -15 -10 

Ala Val Val Leu Cys Thr Ala Gin Val Gin Val Val Thr Gin Asp Glu 

-5 15 
Arg Glu Gin Leu Tyr Thr Thr Ala Ser Leu Lys Cys Ser Leu Gin Asn 
10 15 20 25 

Ala Gin Glu Ala Leu He Val Thr Trp Gin Lys Lys Lys Ala Val Ser 

30 35 40 

Pro Glu Asn Met Val Thr Phe Ser Glu Asn His Gly Val Val He Gin 

45 50 55 

Pro Ala Tyr Lys Asp Lys He Asn He Thr Gin Leu Gly Leu Gin Asn 

60 65 70 

Ser Thr He Thr Phe Trp Asn He Thr Leu Glu Asp Glu Gly Cys Tyr 

75 80 85 

Met Cys Leu Phe Asn Thr Phe Gly Phe Gly Lys He Ser Gly Thr Ala 
90 95 100 105 

Cys Leu Thr Val Tyr Val Gin Pro He Val Ser Leu His Tyr Lys Phe 

110 115 120 

Ser Glu Asp His Leu Asn He Thr Cys Ser Ala Thr Ala Arg Pro Ala 

125 130 135 

Pro Met Val Phe Trp Lys Val Pro Arg Ser Gly He Glu Asn Ser Thr 

140 145 150 

Val Thr Leu Ser His Pro Asn Gly Thr Thr Ser Val Thr Ser He Leu 

155 160 165 

His He Lys Asp Pro Lys Asn Gin Val Gly Lys Glu Val He Cys Gin 
170 175 180 185 

Val Leu His Leu Gly Thr Val Thr Asp Phe Lys Gin Thr Val Asn Lys 

190 195 200 

Gly Tyr Trp Phe Ser Val Pro Leu Leu Leu Ser He Val Ser Leu Val 

205 210 215 

He Leu Leu Val Leu He Ser He Leu Leu Tyr Trp Lys Arg His Arg 
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220 225 230 

Asn Gin Asp Arg Glu Pro 
235 

<210> 13 
<211> 1597 
<212> DNA 

<213> Homo sapiens 
<220> 

< 2 2 1 > 5 ' UTR 
<222> 1 . . 65 

<220> 
<221> CDS 
<222> 66 . . 1334 

<220> 

<221> 3'UTR 
<222> 1335 - . 1597 

<220> 

<221> polyA_signal 
<222> 1558 . . 1563 

<220> 

<221> polyA_site 
<222> 1582 . . 1597 

<400> 13 

actactccag acagacggct ttggaatcca ccagctacat ccagctccct gaggcagagt 60 
tgaga atg gag aga atg tta cct etc ctg act ctg ggg etc ttg gcg get 110 
Met Glu Arg Met Leu Pro Leu Leu Thr Leu Gly Leu Leu Ala Ala 
-20 -15 -10 

ggg ttc tgc cct get gtc etc tgc eae cct aac age cca ett gac gag 158 
Gly Phe Cys Pro Ala Val Leu Cys His Pro Asn Ser Pro Leu Asp Glu 

-5 15 
gag aat ctg acc cag gag aac caa gac cga ggg aca cae gtg gac etc 206 
Glu Asn Leu Thr Gin Glu Asn Gin Asp Arg Gly Thr His Val Asp Leu 

10 15 20 

gga tta gee tee gee aac gtg gac ttc get etc age ctg tac aag cag 254 
Gly Leu Ala Ser Ala Asn Val Asp Phe Ala Leu Ser Leu Tyr Lys Gin 
25 30 35 40 

tta gtc ctg aag gcc cct gat aag aat gtc ate ttc tcc eca ctg age 302 
Leu Val Leu Lys Ala Pro Asp Lys Asn Val lie Phe Ser Pro Leu Ser 

45 50 55 

ate tcc acc gcc ttg gcc ttc ctg tct ctg ggg gcc cat aat ace acc 350 
He Ser Thr Ala Leu Ala Phe Leu Ser Leu Gly Ala His Asn Thr Thr 

60 65 70 

ctg aca gag att etc aaa ggc etc aag ttc aac etc acg gag act tct 398 
Leu Thr Glu He Leu Lys Gly Leu Lys Phe Asn Leu Thr Glu Thr Ser 

75 80 85 

gag gea gaa att eac cag age ttc cag cac etc ctg cgc acc etc aat 446 
Glu Ala Glu He His Gin Ser Phe Gin His Leu Leu Arg Thr Leu Asn 

90 95 100 

cag tcc age gat gag ctg cag ctg agt atg gga aat gcc atg ttt gtc 494 

.1: <[I-\ 142 I ;SO> Ri:c i Sequence Sf-Ql IST-*H)ct2(K)2.t\L DNH jaj 
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Gin Ser Ser Asp Glu Leu Gin Leu Ser Met Gly Asn Ala Met Phe Val 

105 110 115 120 

aaa gag caa etc agt ctg ctg gac agg ttc acg gag gat gcc aag agg 542 

Lys Glu Gin Leu Ser Leu Leu Asp Arg Phe Thr Glu Asp Ala Lys Arg 

125 130 135 

ctg tat ggc tec gag gcc ttt gcc act gac ttt cag gac tea get gca 590 
Leu Tyr Gly Ser Glu Ala Phe Ala Thr Asp Phe Gin Asp Ser Ala Ala 

140 145 150 

get aag aag etc ate aac gac tac gtg aag aat gga act agg ggg aaa 638 
Ala Lys Lys Leu lie Asn Asp Tyr Val Lys Asn Gly Thr Arg Gly Lys 

155 160 165 

ate aca gat ctg ate aag gac ctt gac teg cag aca atg atg gte ctg 686 
lie Thr Asp Leu lie Lys Asp Leu Asp Ser Gin Thr Met Met Val Leu 

170 175 180 

gtg aat tac ate ttc ttt aaa gcc aaa tgg gag atg ccc ttt gac ccc 734 
Val Asn Tyr lie Phe Phe Lys Ala Lys Trp Glu Met Pro Phe Asp Pro 
185 190 195 200 

caa gat act cat cag tea agg ttc tac ttg age aag aaa aag tgg gta 782 
Gin Asp Thr His Gin Ser Arg Phe Tyr Leu Ser Lys Lys Lys Trp Val 

205 210 215 

atg gtg ccc atg atg agt ttg cat cac ctg act ata cct tac ttc egg 830 
Met Val Pro Met Met Ser Leu His His Leu Thr lie Pro Tyr Phe Arg 

220 225 230 

gac gag gag ctg tee tgc acc gtg gtg gag ctg aag tac aca ggc aat 878 
Asp Glu Glu Leu Ser Cys Thr Val Val Glu Leu Lys Tyr Thr Gly Asn 

235 240 245 

gcc age gca etc ttc ate etc cct gat caa gac aag atg gag gaa gtg 926 
Ala Ser Ala Leu Phe lie Leu Pro Asp Gin Asp Lys Met Glu Glu Val 

250 255 260 

gaa gcc atg ctg etc cca gag ace ctg aag egg tgg aga gac tet ctg 974 
Glu Ala Met Leu Leu Pro Glu Thr Leu Lys Arg Trp Arg Asp Ser Leu 
265 270 275 280 

gag ttc aga gag ata ggt gag etc tac ctg cca aag ttt tec ate teg 1022 
Glu Phe Arg Glu lie Gly Glu Leu Tyr Leu Pro Lys Phe Ser lie Ser 

285 290 295 

agg gac tat aac ctg aac gac ata ctt etc cag ctg ggc att gag gaa 1070 
Arg Asp Tyr Asn Leu Asn Asp lie Leu Leu Gin Leu Gly lie Glu Glu 

300 305 310 

gee ttc acc age aag get gac ctg tea ggg ate aca ggg gcc agg aac 1118 
Ala Phe Thr Ser Lys Ala Asp Leu Ser Gly lie Thr Gly Ala Arg Asn 

315 320 325 

eta gca gtc tec cag gtg gtc cat aag get gtg ctt gat gta ttt gag 1166 
Leu Ala Val Ser Gin Val Val His Lys Ala Val Leu Asp Val Phe Glu 

330 335 340 

gag ggc aca gaa gca tet get gcc aca gca gtc aaa ate acc etc ctt 1214 
Glu Gly Thr Glu Ala Ser Ala Ala Thr Ala Val Lys He Thr Leu Leu 
345 350 355 360 

tet gca tta gtg gag aca agg acc att gtg cgt ttc aac agg ccc ttc 1262 
Ser Ala Leu Val Glu Thr Arg Thr He Val Arg Phe Asn Arg Pro Phe 

365 370 375 

ctg atg ate att gtc cct aca gac acc cag aac ate ttc ttc atg age 1310 
Leu Met He He Val Pro Thr Asp Thr Gin Asn He Phe Phe Met Ser 

380 385 390 

aaa gtc acc aat ccc aag caa gee tagagcttgc catcaagcag tggggctctc 1364 
Lys Val Thr Asn Pro Lys Gin Ala 
395 400 
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agtaaggaac ttggaatgca agctggatgc ctgggtctct gggcacagcc tggcccctgt 1424 

gcaccgagtg gccatggcat gtgtggccct gtctgcttat ccttggaagg tgacagcgat 1484 

tccctgtgta gctctcacat gcacaggggc ccatggactc ttcagtctgg agggtcctgg 1544 

gcctcctgac agcaataaat aatttcgttg gacacgcaaa aaaaaaaaaa aaa 1597 

<210> 14 

<211> 423 

<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 

<222> 1 . . 23 

<400> 14 

Met Glu Arg Met Leu Pro Leu Leu Thr Leu Gly Leu Leu Ala Ala Gly 

-20 -15 -10 

Phe Cys Pro Ala Val Leu Cys His Pro Asn Ser Pro Leu Asp Glu Glu 

-5 1 5 

Asn Leu Thr Gin Glu Asn Gin Asp Arg Gly Thr His Val Asp Leu Gly 
10 15 20 25 

Leu Ala Ser Ala Asn Val Asp Phe Ala Leu Ser Leu Tyr Lys Gin Leu 

30 35 40 

Val Leu Lys Ala Pro Asp Lys Asn Val lie Phe Ser Pro Leu Ser lie 

45 50 55 

Ser Thr Ala Leu Ala Phe Leu Ser Leu Gly Ala His Asn Thr Thr Leu 

60 65 70 

Thr Glu lie Leu Lys Gly Leu Lys Phe Asn Leu Thr Glu Thr Ser Glu 

75 80 85 

Ala Glu lie His Gin Ser Phe Gin His Leu Leu Arg Thr Leu Asn Gin 
90 95 100 105 

Ser Ser Asp Glu Leu Gin Leu Ser Met Gly Asn Ala Met Phe Val Lys 

110 115 120 

Glu Gin Leu Ser Leu Leu Asp Arg Phe Thr Glu Asp Ala Lys Arg Leu 

125 130 135 

Tyr Gly Ser Glu Ala Phe Ala Thr Asp Phe Gin Asp Ser Ala Ala Ala 

140 145 150 

Lys Lys Leu lie Asn Asp Tyr Val Lys Asn Gly Thr Arg Gly Lys lie 

155 160 165 

Thr Asp Leu lie Lys Asp Leu Asp Ser Gin Thr Met Met Val Leu Val 
170 175 180 185 

Asn Tyr lie Phe Phe Lys Ala Lys Trp Glu Met Pro Phe Asp Pro Gin 

190 195 200 

Asp Thr His Gin Ser Arg Phe Tyr Leu Ser Lys Lys Lys Trp Val Met 

205 210 215 

Val Pro Met Met Ser Leu His His Leu Thr lie Pro Tyr Phe Arg Asp 

220 225 230 

Glu Glu Leu Ser Cys Thr Val Val Glu Leu Lys Tyr Thr Gly Asn Ala 

235 240 245 

Ser Ala Leu Phe lie Leu Pro Asp Gin Asp Lys Met Glu Glu Val Glu 
250 255 260 265 

Ala Met Leu Leu Pro Glu Thr Leu Lys Arg Trp Arg Asp Ser Leu Glu 

270 275 280 

Phe Arg Glu lie Gly Glu Leu Tyr Leu Pro Lys Phe Ser lie Ser Arg 

285 290 295 

Asp Tyr Asn Leu Asn Asp lie Leu Leu Gin Leu Gly lie Glu Glu Ala 
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300 

Phe Thr Ser Lys Ala Asp Leu 
315 320 
Ala Val Ser Gin Val Val His 
330 335 
Gly Thr Glu Ala Ser Ala Ala 
350 

Ala Leu Val Glu Thr Arg Thr 
365 

Met lie lie Val Pro Thr Asp 
380 

Val Thr Asn Pro Lys Gin Ala 
395 400 

<210> 15 
<211> 1397 
<212> DNA 
<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1 . . 152 

<220> 
<221> CDS 
<222> 153 . . 806 

<220> 

<221> 3'UTR 
<222> 807 . . 1397 

<220> 

<221> polyA_signal 
<222> 1362 . . 1367 

<220> 

<221> polyA_site 
<222> 1382 . . 1397 

<400> 15 

agacctagga ggtgcgacag acccgcgggg caaacggact ggggccaaga gccgggagcg 60 
cgggcgcaaa ggcaccaggg cccgcccagg gcgcctcgca gcacggcctt gggggttctg 12 0 

cgggccttcg ggtgcgcgtc tcgcctctag cc atg ggg tec gca gcg ttg gag 173 

Met Gly Ser Ala Ala Leu Glu 

1 5 

ctg gtg ggc tgg ggg ggt ctg ate ctg 221 

Leu Val Gly Trp Gly Gly Leu lie Leu 
15 20 

cag gtg acc gcc ttc ctg gac cac aac 269 

Gin Val Thr Ala Phe Leu Asp His Asn 
35 

tgg aag ggg ctg tgg atg teg tgc gtg 317 

Trp Lys Gly Leu Trp Met Ser Cys Val 

50 55 

cag tgc aaa gtg tac gac teg gtg ctg 365 

Gin Cys Lys Val Tyr Asp Ser Val Leu 



305 310 
Ser Gly lie Thr Gly Ala Arg Asn Leu 
325 

Lys Ala Val Leu Asp Val Phe Glu Glu 
340 345 
Thr Ala Val Lys lie Thr Leu Leu Ser 

355 360 
lie Val Arg Phe Asn Arg Pro Phe Leu 

370 375 
Thr Gin Asn lie Phe Phe Met Ser Lys 
385 390 



ate ctg ggc ctg gtg ctg tgc 
lie Leu Gly Leu Val Leu Cys 
10 

gcg tgc ggg ctg ccc atg tgg 
Ala Cys Gly Leu Pro Met Trp 

25 30 
ate gtg acg gcg cag acc acc 
He Val Thr Ala Gin Thr Thr 
40 45 
gtg cag age acc ggg cac atg 
Val Gin Ser Thr Gly His Met 
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60 65 70 

get ctg age acc gag gtg cag gcg gcg egg gcg etc acc gtg age gcc 413 
Ala Leu Ser Thr Glu Val Gin Ala Ala Arg Ala Leu Thr Val Ser Ala 

75 80 85 

gtg ctg ctg gcg ttc gtt geg etc ttc gtg aee etg geg ggc gcg eag 461 
Val Leu Leu Ala Phe Val Ala Leu Phe Val Thr Leu Ala Gly Ala Gin 

90 95 100 

tgc aee acc tgc gtg gee eeg ggc ccg gee aag gcg cgt gtg gcc etc 509 
Cys Thr Thr Cys Val Ala Pro Gly Pro Ala Lys Ala Arg Val Ala Leu 

105 110 115 

acg gga ggc gtg etc tae ctg ttt tgc ggg etg ctg gcg etc gtg eea 557 
Thr Gly Gly Val Leu Tyr Leu Phe Cys Gly Leu Leu Ala Leu Val Pro 
120 125 130 135 

etc tge tgg ttc gcc aac att gtc gtc cgc gag ttt tae gac ccg tct 605 
Leu Cys Trp Phe Ala Asn lie Val Val Arg Glu Phe Tyr Asp Pro Ser 

140 145 150 

gtg ccc gtg teg cag aag tae gag etg ggc gca gcg etg tae ate ggc 653 
Val Pro Val Ser Gin Lys Tyr Glu Leu Gly Ala Ala Leu Tyr He Gly 

155 160 165 

tgg geg gcc acc gcg ctg etc atg gta ggc ggc tgc etc ttg tgc tgc 701 
Trp Ala Ala Thr Ala Leu Leu Met Val Gly Gly Cys Leu Leu Cys Cys 

170 175 180 

gge gcc tgg gtc tgc ace ggc cgt ccc gae etc age ttc ccc gtg aag 749 
Gly Ala Trp Val Cys Thr Gly Arg Pro Asp Leu Ser Phe Pro Val Lys 

185 190 195 

tae tea gcg ccg egg egg ccc acg gcc aee ggc gac aac gac aag aag 797 
Tyr Ser Ala Pro Arg Arg Pro Thr Ala Thr Gly Asp Asn Asp Lys Lys 
200 205 210 215 

aac tae gtc tgagggcgct gggcaeggcc gggcccctcc tgccagccac 846 
Asn Tyr Val 

geetgegagg cgttggataa gcetggggag ccccgcatgg aeegcggctt ccgccgggta 906 
gcgeggcgcg caggcttcte ggaacgtccg gctetgegee ccgacgcggc tcctggatee 966 
gctcetgeet gcgcccgcag ctgaeettct cctgccacta gceeggeeet gcccttaaca 1026 
gacggaatga agtttccttt tetgtgegcg gcgctgttte eataggcaga gcgggtgtca 1086 
gactgaggat ttcgcttccc ctccaagacg ctgggggtct tggctgctge ettacttccc 1146 
agaggctect gctgacttcg gaggggcgga tgcagagece agggceccca ccggaagatg 1206 
tgtacagetg gtctttactc catcggcagg gcccgagccc agggaccagt gacttggcet 1266 
ggacctcccg gtcteaetec agcatctccc caggcaaggc ttgtgggcac cggagcttga 1326 
gagagggcgg gagtgggaag gctaagaatc tgettagtaa atggtttgaa etetgaaaaa 1386 
aaaaaaaaaa a 1397 

<210> 16 
<211> 218 
<212> PRT 

<213> Homo sapiens 
<400> 16 

Met Gly Ser Ala Ala Leu Glu He Leu Gly Leu Val Leu Cys Leu Val 

15 10 15 

Gly Trp Gly Gly Leu He Leu Ala Cys Gly Leu Pro Met Trp Gin Val 

20 25 30 

Thr Ala Phe Leu Asp His Asn He Val Thr Ala Gin Thr Thr Trp Lys 

35 40 45 

Gly Leu Trp Met Ser Cys Val Val Gin Ser Thr Gly His Met Gin Cys 

50 55 60 

Lys Val Tyr Asp Ser Val Leu Ala Leu Ser Thr Glu Val Gin Ala Ala 



J: Cil-N 142 1 SO^.Rf-XI Sequence S(:QI. IS I -<>(kt2()02,l\li)Nlljaj 



22 



65 










70 










75 










80 


A "TO 




T .f=»i 1 

LJ^ Li 


Th r 


Val 
85 




Ala 


Val 


Leu 


Leu 
90 


Ala 


Phe 


Val 


Ala 


Leu 
95 


Phe 


Val 


Thr 


Lgu 


Ala 
100 


Gly 


Ala 


Gin 




Thr 
105 


Thr 


Cvs 


Val 


Ala 


Pro 
110 


Glv 


Pro 


M. J. Ct 




Ala 
115 




Val 


Ala 


Leu 


Thr 

120 


Glv 


Glv 


Val 


Leu 


Tvr 
125 


Leu 


Phe 


Cys 


w J. y 


130 


T .^1 1 

J-JCT Li 


Ala 


Leu 


Val 


Pro 
135 


Leu 


Cvs 


Trn 


Phe 


Ala 
140 


As n 


lie 


Val 


Val 




m 1 1 

VJI _L Li 




i y L 


Asp 


Pro 


Ser 


Val 


Pro 


Val 


Ser 


Gin 


Lys 


Tvr 


Glu 


Leu 


145 










150 










155 










160 


uiy 


Ala 




Leu 


iyr 
165 




tj± y 


i rp 




170 


Th y 




C Li 


Ijti: U. 


175 


1 

V CL _L 


Gly 


Gly 


Cys 


Leu 
180 


Leu 


Cys 


Cys 


Gly 


Ala 
185 


Trp 


Val 


Cys 


Thr 


Gly 
190 


Arg 


Pro 


Asp 


Leu 


Ser 
195 


Phe 


Pro 


Val 


Lys 


Tyr 
200 


Ser 


Ala 


Pro 


Arg 


Arg 
205 


Pro 


Thr 


Ala 


Thr 


Gly 
210 


Asp 


Asn 


Asp 


Lys 


Lys 
215 


Asn 


Tyr 


Val 















<210> 17 
<211> 782 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> 5'UTR 
<222> 1 . . 62 

<220> 
<221> CDS 
<222> 63 . . 572 

<220> 

<221> 3'UTR 
<222> 573 . . 782 

<220> 

<221> polyA_signal 
<222> 750 . . 755 

<220> 

<221> polyA_site 
<222> 767 . .782 

<400> 17 

atatgtcatc aggccccccg cctgggaggt gtgctgccag agattttgcc tcttcaaggt 60 
ga atg egg ctt caa ggg get ate ttt gtg etc ctg ccc cac ctg ggg 107 
Met Arg Leu Gin Gly Ala lie Phe Val Leu Leu Pro His Leu Gly 
15 10 15 

ccc ate ctg gtc tgg ctg ttc act cgt gat cac atg tet ggt tgg tgt 155 
Pro lie Leu Val Trp Leu Phe Thr Arg Asp His Met Ser Gly Trp Cys 

20 25 30 

gsg 99^ ccg agg atg ctg tee tgg tge eca ttc tac aaa gtc tta ttg 203 
Glu Gly Pro Arg Met Leu Ser Trp Cys Pro Phe Tyr Lys Val Leu Leu 
35 40 45 
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ctt gta cag aca gcc ate tac tct gtc gtg ggc tat gcc tec tac ctg 251 
Leu Val Gin Thr Ala lie Tyr Ser Val Val Gly Tyr Ala Ser Tyr Leu 

50 55 60 

gtg tgg aag gac ctg gga ggg ggc ttg ggg tgg ccc ctg gcc ctg cct 299 
Val Trp Lys Asp Leu Gly Gly Gly Leu Gly Trp Pro Leu Ala Leu Pro 

65 70 75 

ctt ggc etc tat get gat cag etc acc ate age tgg act gtc ctg gtt 347 
Leu Gly Leu Tyr Ala Asp Gin Leu Thr He Ser Trp Thr Val Leu Val 
80 85 90 95 

etc ttt ttc aca gtc cac aac ect ggt ctg gee ctg ctg cac ctg etg 395 
Leu Phe Phe Thr Val His Asn Pro Gly Leu Ala Leu Leu His Leu Leu 

100 105 110 

ctg ctg tat ggg ctg gtg gtg age aca gea etg ate tgg cat cce ate 443 
Leu Leu Tyr Gly Leu Val Val Ser Thr Ala Leu lie Trp His Pro He 

115 120 125 

aae aaa ctg get gee ctg tta ctg ctg ccc tac eta gee tgg etc acc 491 
Asn Lys Leu Ala Ala Leu Leu Leu Leu Pro Tyr Leu Ala Trp Leu Thr 

130 135 140 

gtg act tea gee etc acc tae eae ctg tgg agg gae age ctt tgt eea 539 
Val Thr Ser Ala Leu Thr Tyr His Leu Trp Arg Asp Ser Leu Cys Pro 

145 150 155 

gtg cac cag cct cag ccc acg gag aag agt gac tgaggeeeta gggcatggga 592 
Val His Gin Pro Gin Pro Thr Glu Lys Ser Asp 
160 165 170 

gaggagggac gcccagggtg gggaggaaga gtctgcaagc agggctgtgg agttagggtt 652 
caccccaatg ggaceaccct cetgggtccc ctggtgecgt ttttccttag aaateagaga 712 
aatgggaaag ggggggaaac tgattttaca cttaaataat aaaatcctat tagtaaaaaa 772 
aaaaaaaaaa 782 

<210> 18 
<211> 170 
<212> PRT 

<213> Homo sapiens 
<400> 18 

Met Arg Leu Gin Gly Ala He Phe Val Leu Leu Pro His Leu Gly Pro 

15 10 15 

He Leu Val Trp Leu Phe Thr Arg Asp His Met Ser Gly Trp Cys Glu 

20 25 30 

Gly Pro Arg Met Leu Ser Trp Cys Pro Phe Tyr Lys Val Leu Leu Leu 

35 40 45 

Val Gin Thr Ala He Tyr Ser Val Val Gly Tyr Ala Ser Tyr Leu Val 

50 55 60 

Trp Lys Asp Leu Gly Gly Gly Leu Gly Trp Pro Leu Ala Leu Pro Leu 
65 70 75 80 

Gly Leu Tyr Ala Asp Gin Leu Thr He Ser Trp Thr Val Leu Val Leu 

85 90 95 

Phe Phe Thr Val His Asn Pro Gly Leu Ala Leu Leu His Leu Leu Leu 

100 105 110 

Leu Tyr Gly Leu Val Val Ser Thr Ala Leu He Trp His Pro He Asn 

115 120 125 

Lys Leu Ala Ala Leu Leu Leu Leu Pro Tyr Leu Ala Trp Leu Thr Val 

130 135 140 

Thr Ser Ala Leu Thr Tyr His Leu Trp Arg Asp Ser Leu Cys Pro Val 
145 150 155 160 

His Gin Pro Gin Pro Thr Glu Lys Ser Asp 
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<210> 19 

<211> 789 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1 . . 62 

<220> 
<221> CDS 
<222> 63 . . 572 

<220> 

<221> 3'UTR 
<222> 573 . .789 

<220> 

<221> polyA_signal 
<222 > 750 . . 755 

<220> 

<221> polyA_Bite 
<222 > 774 . . 789 

<400> 19 

atatgtcatc aggccccccg cctgggaggt gtgctgccag agattttgcc tcttcaaggt 60 
ga atg egg ctt caa ggg get ate ttt gtg etc ctg ccc cac ctg ggg 107 
Met Arg Leu Gin Gly Ala lie Phe Val Leu Leu Pro His Leu Gly 
15 10 15 

ccc ate ctg gtc tgg ctg ttc act cgt gat cac atg tct ggt ttg tgt 155 
Pro lie Leu Val Trp Leu Phe Thr Arg Asp His Met Ser Gly Leu Cys 

20 25 30 

gag ggc ccg agg atg ctg tec tgg tgc cea ttc tac aaa gtc tta ttg 203 
Glu Gly Pro Arg Met Leu Ser Trp Cys Pro Phe Tyr Lys Val Leu Leu 

35 40 45 

ctt gta cag aca gee ate tac tct gtc gtg ggc tat gee tec tac ctg 251 
Leu Val Gin Thr Ala lie Tyr Ser Val Val Gly Tyr Ala Ser Tyr Leu 

50 55 60 

gtg tgg aag gac ctg gga ggg ggc ttg ggg tgg ccc ctg gee ctg cct 299 
Val Trp Lys Asp Leu Gly Gly Gly Leu Gly Trp Pro Leu Ala Leu Pro 

65 70 75 

ctt ggc etc tat get gtt cag etc acc ate age tgg act gtc ctg gtt 347 
Leu Gly Leu Tyr Ala Val Gin Leu Thr lie Ser Trp Thr Val Leu Val 
80 85 90 95 

etc ttt ttc aca gtc cac aac cct ggt ctg gcc ctg ctg cac ctg ctg 395 
Leu Phe Phe Thr Val His Asn Pro Gly Leu Ala Leu Leu His Leu Leu 

100 105 110 

ctg ctg tat ggg ctg gtg gtg age aca gca ctg ate tgg cat ccc ate 443 
Leu Leu Tyr Gly Leu Val Val Ser Thr Ala Leu lie Trp His Pro lie 

115 120 125 

aac aaa ctg get gcc ctg tta ctg ctg ccc tac eta gcc tgg etc acc 491 
Asn Lys Leu Ala Ala Leu Leu Leu Leu Pro Tyr Leu Ala Trp Leu Thr 
130 135 140 
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gtg act tea gcc etc acc tac cac ctg tgg agg gac age ctt tgt cca 539 
Val Thr Ser Ala Leu Thr Tyr His Leu Trp Arg Asp Ser Leu Cys Pro 

145 150 155 

gtg cac cag cct cag ccc acg gag aag agt gac tgaggcccta gggcatggga 592 
Val His Gin Pro Gin Pro Thr Glu Lys Ser Asp 
160 165 170 

gaggagggac gcccagggtg gggaggaaga gtctgcaagc agggctgtgg agttagggtt 652 
caccccaatg ggaccaccct cctgggtcee ctggtgccgt ttttcettag aaatcagaga 712 
aatgggaaag ggggggaaac tgattttaca cttaaataat aaaatcctat tagtaactct 772 
caaaaaaaaa aaaaaaa 789 



<210> 20 

<211> 170 

<212> PRT 

<213> Homo sapiens 



<400> 20 

Met Arg Leu Gin Gly Ala lie Phe Val Leu Leu Pro His Leu Gly Pro 

15 10 15 

lie Leu Val Trp Leu Phe Thr Arg Asp His Met Ser Gly Leu Cys Glu 

20 25 30 

Gly Pro Arg Met Leu Ser Trp Cys Pro Phe Tyr Lys Val Leu Leu Leu 

35 40 45 

Val Gin Thr Ala lie Tyr Ser Val Val Gly Tyr Ala Ser Tyr Leu Val 

50 55 60 

Trp Lys Asp Leu Gly Gly Gly Leu Gly Trp Pro Leu Ala Leu Pro Leu 
65 70 75 80 

Gly Leu Tyr Ala Val Gin Leu Thr lie Ser Trp Thr Val Leu Val Leu 

85 90 95 

Phe Phe Thr Val His Asn Pro Gly Leu Ala Leu Leu His Leu Leu Leu 

100 105 110 

Leu Tyr Gly Leu Val Val Ser Thr Ala Leu lie Trp His Pro lie Asn 

115 120 125 

Lys Leu Ala Ala Leu Leu Leu Leu Pro Tyr Leu Ala Trp Leu Thr Val 

130 135 140 

Thr Ser Ala Leu Thr Tyr His Leu Trp Arg Asp Ser Leu Cys Pro Val 
145 150 155 160 

His Gin Pro Gin Pro Thr Glu Lys Ser Asp 
165 170 



<210> 21 

<211> 555 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> 5'UTR 
<222> 1 . . 85 



<220> 
<221> CDS 
<222> 86 . .403 



<220> 

<221> 3'UTR 
<222> 404 . . 555 
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<220> 

<221> polyA_signal 
<222> 504 - . 509 

<220> 

<221> polyA_site 
<222> 540 . . 555 

<400> 21 

aaaaacttta cggcaggcgt ccgcgtcgct agctagtcgt tctgaagcgg cggccagaga 60 
agagtcaagg gcacgagcat cggcc atg cct ttc ttg gac ate cag aaa agg 112 

Met Pro Phe Leu Asp lie Gin Lys Arg 

1 5 

ttc ggc ctt aac ata gat cga tgg ttg aca ate cag agt tgt gaa cag 160 

Phe Gly Leu Asn lie Asp Arg Trp Leu Thr lie Gin Ser Cys Glu Gin 

10 15 20 25 

ccc tac aag atg get ggt cga tgc cat get ttt gaa aaa gaa tgg ata 208 

Pro Tyr Lys Met Ala Gly Arg Cys His Ala Phe Glu Lys Glu Trp lie 

30 35 40 

gaa tgt gca cat gga ate ggt tat act egg gea gag aaa gag tgc aag 256 
Glu Cys Ala His Gly lie Gly Tyr Thr Arg Ala Glu Lys Glu Cys Lys 

45 50 55 

ata gaa tat gat gat ttc gta gag tgt ttg ctt egg cag aaa aeg atg 304 
lie Glu Tyr Asp Asp Phe Val Glu Cys Leu Leu Arg Gin Lys Thr Met 

60 65 70 

aga cgt gca ggt acc ate agg aag cag egg gat aag ctg ata aag gaa 352 
Arg Arg Ala Gly Thr lie Arg Lys Gin Arg Asp Lys Leu lie Lys Glu 

75 80 85 

gga aag tac acc cct cca cet eac cac att ggc aag ggg gag cct tgg 400 
Gly Lys Tyr Thr Pro Pro Pro His His lie Gly Lys Gly Glu Pro Trp 
90 95 100 105 

ccc tgaaeagagc agetgctgat gtctggaggc tgattttcct gttetctgtt 453 
Pro 

etccaetgga aaggttgttt acgacaaacc tecttgtcaa agtgtgtaaa aataaaggat 513 
tgctccatcc tatttgttet attttcaaaa aaaaaaaaaa aa 555 

<210> 22 
<211> 106 
<212> PRT 

<213> Homo sapiens 
<400> 22 

Met Pro Phe Leu Asp lie Gin Lys Arg Phe Gly Leu Asn lie Asp Arg 

15 10 15 

Trp Leu Thr lie Gin Ser Cys Glu Gin Pro Tyr Lys Met Ala Gly Arg 

20 25 30 

Cys His Ala Phe Glu Lys Glu Trp He Glu Cys Ala His Gly He Gly 

35 40 45 

Tyr Thr Arg Ala Glu Lys Glu Cys Lys He Glu Tyr Asp Asp Phe Val 

50 55 60 

Glu Cys Leu Leu Arg Gin Lys Thr Met Arg Arg Ala Gly Thr He Arg 
65 70 75 80 

Lys Gin Arg Asp Lys Leu He Lys Glu Gly Lys Tyr Thr Pro Pro Pro 

85 90 95 

His His He Gly Lys Gly Glu Pro Trp Pro 
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100 105 

<210> 23 
<211> 1726 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> 5'UTR 
<222> 1 . .414 

<220> 
<221> CDS 
<222> 415 . . 1653 

<220> 

<221> 3'UTR 
<:222> 1654 . . 1726 

<220> 

<221> polyA_site 
<222> 1688 . . 1726 

<400> 23 

ctctccgcgc gccccctgca gccctggacg cagcacctcc gtttgggacg ccctacgccc 60 
accttaactt gaggctccca tccacgcagc ctctgcaagc ctcaccgcaa ccgtgctagg 120 
cgcgtcgggt ggggcgggaa taaagttttt ccaacccagt ttggggagag ggctggatgg 180 
gaaggaccct ccctgctgca gacttcatgg caggctgcac tgtgtcccct cggctccacg 240 
gctgccccgg gggcgctgct ttcgggtttt ctttctagaa tctctggtct gctgctgtgc 300 
agatggacct gccggcactg ctgtcagaag tgctacgagt ccagctgttg ccagtcaagt 360 
gaggatgaag ttgaaattct gggacctttc cctgctcaga cccctccctg gctg atg 417 

Met 
1 

gcc age egg age agt gac aag gat ggt gae tct gtc cae acg gee age 465 
Ala Ser Arg Ser Ser Asp Lys Asp Gly Asp Ser Val His Thr Ala Ser 

5 10 15 

gaa gtc ccg ctg acc cca egg ace aat tec ccg gat gga aga ege teg 513 
Glu Val Pro Leu Thr Pro Arg Thr Asn Ser Pro Asp Gly Arg Arg Ser 

20 25 30 

tec tea gac aca tec aag tet aca tac age ctg acg egg agg att teg 561 
Ser Ser Asp Thr Ser Lys Ser Thr Tyr Ser Leu Thr Arg Arg lie Ser 

35 40 45 

agt ctt gag tea aga egt ccc age tct cca etc ate gat att aaa ccc 609 
Ser Leu Glu Ser Arg Arg Pro Ser Ser Pro Leu lie Asp lie Lys Pro 
50 55 60 65 

ate gag ttt ggc gtt etc age gee aag aag gag ccc ate caa eet teg 657 
lie Glu Phe Gly Val Leu Ser Ala Lys Lys Glu Pro lie Gin Pro Ser 

70 75 80 

gtg etc aga egg acc tat aac cec gac gac tat ttc agg aag ttc gaa 705 
Val Leu Arg Arg Thr Tyr Asn Pro Asp Asp Tyr Phe Arg Lys Phe Glu 

85 90 95 

ccc cac ctg tac tec etc gae tec aae age gae gat gtg gae tct ctg 753 
Pro His Leu Tyr Ser Leu Asp Ser Asn Ser Asp Asp Val Asp Ser Leu 

100 105 110 

aca gac gag gag ate ctg tee aag tac cag ctg ggc atg cag cac ttc 801 
Thr Asp Glu Glu lie Leu Ser Lys Tyr Gin Leu Gly Met Gin His Phe 
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115 120 125 

age act cag tac gac ctg ctg cac aac cac etc acc gtg cgc gtg ate 849 
Ser Thr Gin Tyr Asp Leu Leu His Asn His Leu Thr Val Arg Val lie 
130 135 140 145 

gag gee agg gac ctg cca cct ccc ate tec cac gat ggc teg cgc cag 897 
Glu Ala Arg Asp Leu Pro Pro Pro lie Ser His Asp Gly Ser Arg Gin 

150 155 160 

gac atg gcg cac tec aac ccc tac gtc aag ate tgt etc ctg cca gac 945 
Asp Met Ala His Ser Asn Pro Tyr Val Lys lie Cys Leu Leu Pro Asp 

165 170 175 

cag aag aac tea aag cag acc ggg gtc aaa cgc aag acc cag aag ccc 993 
Gin Lys Asn Ser Lys Gin Thr Gly Val Lys Arg Lys Thr Gin Lys Pro 

180 185 190 

gtg ttt gag gag cgc tac acc ttc gag ate ccc ttc ctg gag gcc cag 1041 
Val Phe Glu Glu Arg Tyr Thr Phe Glu lie Pro Phe Leu Glu Ala Gin 

195 200 205 

agg ^99 3CC ctg etc ctg acc gtg gtg gat ttt gat aag ttc tec cgc 1089 
Arg Arg Thr Leu Leu Leu Thr Val Val Asp Phe Asp Lys Phe Ser Arg 
210 215 220 225 

cac tgt gtc att ggg aaa gtt tct gtg cct ttg tgt gaa gtt gac ctg 1137 
His Cys Val lie Gly Lys Val Ser Val Pro Leu Cys Glu Val Asp Leu 

230 235 240 

gtc aag ggc ggg cac tgg tgg aag gcg ctg att ccc agt tct cag aat 1185 
Val Lys Gly Gly His Trp Trp Lys Ala Leu lie Pro Ser Ser Gin Asn 

245 250 255 

gaa gtg gag ctg ggg gag ctg ett ctg tea ctg aat tat etc cca agt 1233 
Glu Val Glu Leu Gly Glu Leu Leu Leu Ser Leu Asn Tyr Leu Pro Ser 

260 265 270 

get ggc aga ctg aat gtt gat gtc att cga gee aag caa ett ett cag 1281 
Ala Gly Arg Leu Asn Val Asp Val lie Arg Ala Lys Gin Leu Leu Gin 

275 280 285 

aca gat gtg age caa ggt tea gac ccc ttt gtg aaa ate cag ctg gtg 1329 
Thr Asp Val Ser Gin Gly Ser Asp Pro Phe Val Lys He Gin Leu Val 
290 295 300 305 

cat gga etc aaa ett gtg aaa acc aag aag acg tec ttc tta agg ggc 1377 
His Gly Leu Lys Leu Val Lys Thr Lys Lys Thr Ser Phe Leu Arg Gly 

310 315 320 

aca att gat cct ttc tac aat gaa tec ttc age ttc aaa gtt eee caa 1425 
Thr He Asp Pro Phe Tyr Asn Glu Ser Phe Ser Phe Lys Val Pro Gin 

325 330 335 

gaa gaa ctg gaa aat gcc age eta gtg ttt aca gtt ttc ggc cac aac 1473 
Glu Glu Leu Glu Asn Ala Ser Leu Val Phe Thr Val Phe Gly His Asn 

340 345 350 

atg aag age age aat gac ttc ate ggg agg ate gtc att ggc cag tac 1521 
Met Lys Ser Ser Asn Asp Phe He Gly Arg He Val He Gly Gin Tyr 

355 360 365 

tct tea ggc ccc tct gag acc aac cac tgg agg cgc atg etc aac acg 1569 
Ser Ser Gly Pro Ser Glu Thr Asn His Trp Arg Arg Met Leu Asn Thr 
370 375 380 385 

cac cgc aca gcc gtg gag cag tgg cat age ctg agg tec cga get gag 1617 
His Arg Thr Ala Val Glu Gin Trp His Ser Leu Arg Ser Arg Ala Glu 

390 395 400 

tgt gac cgc gtg tct cct gcc tee ctg gag gtg acc tgagggctgc 1663 
Cys Asp Arg Val Ser Pro Ala Ser Leu Glu Val Thr 

405 410 
agggaaggca getttcattt gtttaaaaaa aaaaaaaaaa aaagacgaaa aaaaaaaaaa 1723 
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aaa 1726 

<210> 24 

<211> 413 

<212> PRT 

<213> Homo sapiens 



<400> 24 



Met 


Ala 


Ser 


Arg 


Ser 


Ser 


Asp 


Lys 


Asp 


Glv 

u X y 


Asp 


Ser 


Val 


His 


Thr 


Ala 


1 








5 










10 










15 




Sqt 


Glu 


Val 


Pro 


Leu 


Thr 


Pro 


Arcr 

^x y 


Thr 


Asn 


Ser 


Pro 


Asp 


Glv 

vj J. y 


Ara 

m. y 


Ara 








2 0 










25 










30 






Sqt 


Ser 


Ser 


Asp 


Thr 


Ser 


Lys 


Ser 


Thr 


Tvr 


Ser 


Leu 


Thr 


Arcr 

j-ij. y 


Ara 

rtj. y 


He 






3 5 










4 0 










45 








o cr J- 


OCX 


Leu 


Glu 


Ser 


Arg 


M.X y 


Pro 


Ser 


Ser 


Pro 


Leu 


He 


Asp 


He 


Lys 




50 










5 5 










60 












T 1 p 

X X c 


Vj X Li. 


Ph pi 

Jr 1 i C 


Gly Val 


T , p 1 1 

Xj C Li 


<^p r" 
OCX 


Ala 


Ly s 


Lys 


Glu 


Pro 


He 


Gin 


Pro 


fi R 

O 3 










7 n 










7 5 










80 


Q ea V 
OCX 


V ct X 




r^x y 


Arg 


Thr 


X yx 


A c! n 


IT L ^ 




Zi c! n 


TvT 

X y X 


Phe 


Arg 


Lys 


Phe 










o z> 










90 










95 






It d- KJ 


n X ^ 


T LPI 1 


Tvr" 
X y X 


OCX 


T .PI 1 

XJC LL 


Asp 


Ser 


As n 


Ser 


Asp 


Asp 


Val 


Asp 


Ser 








100 










105 










110 








1 IIX 




m n 


Glu 


He 


T .P1 1 

XJC LA 


OCX 


xj y o 


X y X 


Gin 


Leu 


Gly 


Met 


Gin 


His 






115 










12 0 










12 5 










Q <=i 

OCX 


1 1 1 X 


nl n 

_L 11 


X y X 


Asp 


XjC LI 


T .PI 1 

XjC LX 


n X o 


Zi Q "Tl 
/-I t> 1 1 


Hi <q 

n X o 


T .PI 1 

XJC Ll 


Thr 

X IIX 


Val 


A TCI 

rtx y 


Val 




X J 










13 5 










14 0 










X ± t; 


^«jX u 


i-iX cl 


Arg 


Asp 


Leu 


X LJ 




r X 


Tip 

-L -L C 


Ser 


His 


Asp 


Gly 


Ser 




14 5 










150 










155 










160 


O X 1 1 






Ala 


His 


Ser 


Asn 


Pro 


X y X 


Val 


Lys 


He 


Cy s 


Leu 


Leu 


Pro 










165 










170 










175 




Asp 


Gin 


Ly s 


Asn 


Ser 


Lys 


Gin 


Thr 


Glv 
ox y 


Val 


Ly s 


Ara 


Lys 


Thr 


Gin 


Lys 








180 










185 










190 






Pro 


Val 


Phe 


Glu 


Glu 


Arg 


Tvr 


Thr 


Phe 


Glu 


He 


Pro 


Phe 


Leu 


Glu 


Ala 






195 










200 










205 








Gin 


Arg 


Arg 


Thr 


Leu 


Leu 


Leu 


Thr 


Val 


Val 


Asp 


Phe 


Asp 


Lys 


Phe 


Ser 




210 










215 










220 










rtx y 


His 


Cvs 


Val 


He 


Gly 


Lys 


Val 


Ser 


Val 


Pro 


Leu 


Cvs 


Glu 


Val 


Asp 


225 










230 










235 










240 


Leu 


Val 


Lys 


Glv 


Gly 


His 


TrD 


TrD 


Lvs 


Ala 


Leu 


He 


Pro 


Ser 


Ser 


Gin 










245 










250 










255 




Asn 


Glu 


Val 


Glu 


Leu 


Gly 


Glu 


Leu 


Leu 


Leu 


Ser 


Leu 


Asn 


Tyr 


Leu 


Pro 








260 










265 










270 






Ser 


Ala 


Gly 


Arg 


Leu 


Asn 


Val 


Asp 


Val 


He 


Arg 


Ala 


Lys 


Gin 


Leu 


Leu 






275 










280 










285 








Gin 


Thr 


Asp 


Val 


Ser 


Gin 


Gly 


Ser 


Asp 


Pro 


Phe 


Val 


Lys 


He 


Gin 


Leu 




290 










295 










300 










Val 


His 


Gly 


Leu 


Lys 


Leu 


Val 


Lys 


Thr 


Lys 


Lys 


Thr 


Ser 


Phe 


Leu 


Arg 


305 










310 










315 










320 


Gly 


Thr 


He 


Asp 


Pro 


Phe 


Tyr 


Asn 


Glu 


Ser 


Phe 


Ser 


Phe 


Lys 


Val 


Pro 










325 










330 










335 




Gin 


Glu 


Glu 


Leu 


Glu 


Asn 


Ala 


Ser 


Leu 


Val 


Phe 


Thr 


Val 


Phe 


Gly 


His 








340 










345 










350 






Asn 


Met 


Lys 


Ser 


Ser 


Asn 


Asp 


Phe 


He 


Gly 


Arg 


He 


Val 


He 


Gly 


Gin 






355 










360 










365 








Tyr 


Ser 


Ser 


Gly 


Pro 


Ser 


Glu 


Thr 


Asn 


His 


Trp 


Arg 


Arg 


Met 


Leu 


Asn 



370 375 380 
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Thr His Arg Thr Ala Val Glu Gin Trp His Ser Leu Arg Ser Arg Ala 
385 390 395 400 

Glu Cys Asp Arg Val Ser Pro Ala Ser Leu Glu Val Thr 
405 410 



<210> 25 

<211> 941 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> 5'UTR 
<222> 1 . . 75 



<220> 
<221> CDS 
<222> 76 . .339 



<220> 

<2 21> 3'UTR 
<222> 340 . . 941 



<220> 

<221> polyA_signal 
<222> 903 . . 908 



<220> 

<2 21> polyA__site 
<222> 926 . . 941 



<400> 25 

agaaagccgc gcacctcctc ccgccaggcg ctttctcgga cgccttgccc agcgggccgc 60 
ccgaccccct gcacc atg gac ccc get cgc ccc ctg ggg ctg teg att ctg 111 
Met Asp Pro Ala Arg Pro Leu Gly Leu Ser lie Leu 
-20 -15 
ctg ctt ttc ctg acg gag get gca etg ggc gat get get eag gag cca 159 
Leu Leu Phe Leu Thr Glu Ala Ala Leu Gly Asp Ala Ala Gin Glu Pro 

-10 -5 1 

aca gga aat aac gcg gag ate tgt etc ctg ccc eta gac tac gga ccc 207 
Thr Gly Asn Asn Ala Glu lie Cys Leu Leu Pro Leu Asp Tyr Gly Pro 
5 10 15 20 

tgc egg gcc eta ctt etc egt tac tac tac gac agg tac aeg cag age 255 
Cys Arg Ala Leu Leu Leu Arg Tyr Tyr Tyr Asp Arg Tyr Thr Gin Ser 

25 30 35 

tgc cgc cag tte etg tac ggg ggc tgc gag ggc aac gcc aac aat ttc 303 
Cys Arg Gin Phe Leu Tyr Gly Gly Cys Glu Gly Asn Ala Asn Asn Phe 

40 45 50 

tac ace tgg gag get tgc gae gat ett get gga gga tagaaaaagt 349 
Tyr Thr Trp Glu Ala Cys Asp Asp Leu Ala Gly Gly 

55 60 
teeeaaagtt tgccggctgc aagtgagtgt ggacgaccag tgtgaggggt ccaeagaaaa 409 
gtatttettt aatctaagtt ccatgacatg tgaaaaattc ttttccggtg ggtgtcaecg 469 
gaaeeggatt gagaacaggt ttceagatga agetacttgt atgggcttct gcgcaccaaa 529 
gaaaattcea tcattttgct acagtccaaa agatggggae tgtgctetge eaatgtgact 589 
cgetattatt ttaatccaag atacagaacc tgtgatgctt tcacetatae tggctgtgga 649 
gggaatgaca ataaetttgt tagcagggag gattgeaaae gtgeatgtgc aaaagctttg 709 
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aaaaagaaaa agaagatgcc aaagcttcgc tttgccagta gaatccggaa aattcggaag 769 

aagcaatttt aaacattctt aatatgtcat cttgtttgtc tttatggctt atttgccttt 829 

atggttgtat ctgaagaata atatgacagc atgaggaaac aaatcattgg tgatttattc 889 

accagttttt attaatacaa gtcacttttt aaaaataaaa aaaaaaaaaa aa 941 

<210> 26 
<211> 88 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SIGNAL 
<222 > 1 . . 24 



<400> 26 

Met Asp Pro Ala Arg Pro Leu Gly Leu Ser lie Leu Leu Leu Phe Leu 

-20 -15 -10 

Thr Glu Ala Ala Leu Gly Asp Ala Ala Gin Glu Pro Thr Gly Asn Asn 

-5 15 
Ala Glu He Cys Leu Leu Pro Leu Asp Tyr Gly Pro Cys Arg Ala Leu 

10 15 20 

Leu Leu Arg Tyr Tyr Tyr Asp Arg Tyr Thr Gin Ser Cys Arg Gin Phe 
25 30 35 40 

Leu Tyr Gly Gly Cys Glu Gly Asn Ala Asn Asn Phe Tyr Thr Trp Glu 

45 50 55 

Ala Cys Asp Asp Leu Ala Gly Gly 
60 



<210> 27 

<211> 1894 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> 5'UTR 
<222> 1 . .20 



<220> 
<221> CDS 
<222> 21 . .1118 



<220> 

< 2 2 1 > 3 ' UTR 
<222> 1119 . . 1894 



<220> 

<221> polyA_signal 
<222> 1858 . . 1863 



<220> 

<221> polyA_site 
<222> 1879 . . 1894 



<400> 27 

agacgtgagc agagcagata atg gca age atg get gcc gtg etc ace tgg get 53 

Met Ala Ser Met Ala Ala Val Leu Thr Trp Ala 
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-20 -15 
ctg get ctt ctt tea gcg ttt teg gee acc cag gca egg aaa ggc ttc 101 
Leu Ala Leu Leu Ser Ala Phe Ser Ala Thr Gin Ala Arg Lys Gly Phe 

-10 -5 1 

tgg gac tac ttc age cag ace age ggg gac aaa ggc agg gtg gag eag 14 9 
Trp Asp Tyr Phe Ser Gin Thr Ser Gly Asp Lys Gly Arg Val Glu Gin 
5 10 15 20 

ate eat eag eag aag atg get egc gag eee geg acc ctg aaa gac age 197 
lie His Gin Gin Lys Met Ala Arg Glu Pro Ala Thr Leu Lys Asp Ser 

25 30 35 

ctt gag caa gac etc aac aat atg aac aag ttc ctg gaa aag ctg agg 245 
Leu Glu Gin Asp Leu Asn Asn Met Asn Lys Phe Leu Glu Lys Leu Arg 

40 45 50 

eet etg agt ggg age gag get ect egg etc cea cag gac ccg gtg ggc 293 
Pro Leu Ser Gly Ser Glu Ala Pro Arg Leu Pro Gin Asp Pro Val Gly 

55 60 65 

atg egg egg eag ctg cag gag gag ttg gag gag gtg aag get cgc etc 341 
Met Arg Arg Gin Leu Gin Glu Glu Leu Glu Glu Val Lys Ala Arg Leu 

70 75 80 

cag eee tac atg gca gag gcg cac gag ctg gtg ggc tgg aat ttg gag 389 
Gin Pro Tyr Met Ala Glu Ala His Glu Leu Val Gly Trp Asn Leu Glu 
85 90 95 100 

gge ttg egg cag caa etg aag ccc tac aeg atg gat ctg atg gag eag 437 
Gly Leu Arg Gin Gin Leu Lys Pro Tyr Thr Met Asp Leu Met Glu Gin 

105 110 115 

gtg gee ctg cgc gtg cag gag ctg cag gag cag ttg cgc gtg gtg ggg 485 
Val Ala Leu Arg Val Gin Glu Leu Gin Glu Gin Leu Arg Val Val Gly 

120 125 130 

gaa gac ace aag gee cag ttg ctg ggg ggc gtg gac gag get tgg get 533 
Glu Asp Thr Lys Ala Gin Leu Leu Gly Gly Val Asp Glu Ala Trp Ala 

135 140 145 

ttg ctg cag gga ctg eag age cgc gtg gtg cae cac acc ggc cgc ttc 581 
Leu Leu Gin Gly Leu Gin Ser Arg Val Val His His Thr Gly Arg Phe 

150 155 160 

aaa gag etc ttc cac cea tac gee gag age ctg gtg age gge ate ggg 62 9 
Lys Glu Leu Phe His Pro Tyr Ala Glu Ser Leu Val Ser Gly lie Gly 
165 170 175 180 

cgc cac gtg cag gag etg cae cgc agt gtg get ccg cac gee cec gee 677 
Arg His Val Gin Glu Leu His Arg Ser Val Ala Pro His Ala Pro Ala 

185 190 195 

age ccc gcg cgc etc agt egc tgc gtg eag gtg etc tec egg aag etc 725 
Ser Pro Ala Arg Leu Ser Arg Cys Val Gin Val Leu Ser Arg Lys Leu 

200 205 210 

aeg etc aag gcc aag gee etg cac gca cgc ate cag cag aac ctg gac 773 
Thr Leu Lys Ala Lys Ala Leu His Ala Arg lie Gin Gin Asn Leu Asp 

215 220 225 

cag ctg cgc gaa gag etc age aga gee ttt gca ggc act ggg act gag 821 
Gin Leu Arg Glu Glu Leu Ser Arg Ala Phe Ala Gly Thr Gly Thr Glu 

230 235 240 

gaa ggg gcc ggc ccg gac ccc cag atg etc tec gag gag gtg cgc cag 869 
Glu Gly Ala Gly Pro Asp Pro Gin Met Leu Ser Glu Glu Val Arg Gin 
245 250 255 260 

cga ctt eag get ttc cgc eag gac acc tac ctg eag ata get gcc ttc 917 
Arg Leu Gin Ala Phe Arg Gin Asp Thr Tyr Leu Gin lie Ala Ala Phe 

265 270 275 

act cgc gcc ate gac cag gag act gag gag gtc cag cag cag etg gcg 965 
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Thr Arg Ala lie Asp Gin Glu Thr Glu Glu Val Gin Gin Gin Leu Ala 

280 285 290 

cca cct cca cca ggc cac agt gcc ttc gcc cca gag ttt caa caa aca 1013 
Pro Pro Pro Pro Gly His Ser Ala Phe Ala Pro Glu Phe Gin Gin Thr 

295 300 305 

gac agt ggc aag gtt ctg age aag ctg cag gcc cgt ctg gat gac ctg 1061 
Asp Ser Gly Lys Val Leu Ser Lys Leu Gin Ala Arg Leu Asp Asp Leu 

310 315 320 

tgg gaa gac ate act cac age ctt cat gac cag ggc cac age cat ctg 1109 
Trp Glu Asp lie Thr His Ser Leu His Asp Gin Gly His Ser His Leu 
325 330 335 340 

ggg gac ccc tgaggatcta cctgcccagg cccattccca gcttcttgtc 1158 
Gly Asp Pro 

tggggagcct tggctctgag cctctagcat ggttcagtcc ttgaaagtgg cctgttgggt 1218 
ggagggtgga aggtcctgtg caggacaggg aggccaccaa aggggctgct gtctcctgca 1278 
tatccagcct cctgcgactc cccaatctgg atgcattaca ttcaccaggc tttgcaaacc 1338 
cagcctccca gtgctcattt gggaatgctc atgagttact ccattcaagg gtgagggagt 1398 
sgggagggag aggcaccatg catgtgggtg attatctgca agcctgtttg ccgtgatgct 1458 
ggaagcctgt gccactacat cctggagttt ggctctagtc acttctggct gcctggtggc 1518 
cactgctaca gctggtccac agagaggagc acttgtctcc ccagggctgc catggcagct 1578 
atcaggggaa tagaagggag aaagagaata tcatggggag aacatgtgat ggtgtgtgaa 1638 
tatccctgct ggctctgatg ctggtgggta cgaaaggtgt gggctgtgat aggagagggc 1698 
agagcccatg tttcctgaca tagctctaca cctaaataag ggactgaacc ctcccaactg 1758 
tgggagctcc ttaaaccctc tggggagcat actgtgtgct ctccccatct ccagcccctc 1818 
cctctgggtt cccaagttga agcctagact tctggctcaa atgaaataga tgtttatgat 1878 
aaaaaaaaaa aaaaaa 1894 

<210> 28 
<211> 366 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> 1 . . 23 

<400> 28 

Met Ala Ser Met Ala Ala Val Leu Thr Trp Ala Leu Ala Leu Leu Ser 

-20 -15 -10 

Ala Phe Ser Ala Thr Gin Ala Arg Lys Gly Phe Trp Asp Tyr Phe Ser 

-5 1 5 

Gin Thr Ser Gly Asp Lys Gly Arg Val Glu Gin lie His Gin Gin Lys 
10 15 20 25 

Met Ala Arg Glu Pro Ala Thr Leu Lys Asp Ser Leu Glu Gin Asp Leu 

30 35 40 

Asn Asn Met Asn Lys Phe Leu Glu Lys Leu Arg Pro Leu Ser Gly Ser 

45 50 55 

Glu Ala Pro Arg Leu Pro Gin Asp Pro Val Gly Met Arg Arg Gin Leu 

60 65 70 

Gin Glu Glu Leu Glu Glu Val Lys Ala Arg Leu Gin Pro Tyr Met Ala 

75 80 85 

Glu Ala His Glu Leu Val Gly Trp Asn Leu Glu Gly Leu Arg Gin Gin 
90 95 100 105 

Leu Lys Pro Tyr Thr Met Asp Leu Met Glu Gin Val Ala Leu Arg Val 

110 115 120 

Gin Glu Leu Gin Glu Gin Leu Arg Val Val Gly Glu Asp Thr Lys Ala 
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125 130 135 

Gin Leu Leu Gly Gly Val Asp Glu Ala Trp Ala Leu Leu Gin Gly Leu 

140 145 150 

Gin Ser Arg Val Val His His Thr Gly Arg Phe Lys Glu Leu Phe His 

155 160 165 

Pro Tyr Ala Glu Ser Leu Val Ser Gly lie Gly Arg His Val Gin Glu 
170 175 180 185 

Leu His Arg Ser Val Ala Pro His Ala Pro Ala Ser Pro Ala Arg Leu 

190 195 200 

Ser Arg Cys Val Gin Val Leu Ser Arg Lys Leu Thr Leu Lys Ala Lys 

205 210 215 

Ala Leu His Ala Arg lie Gin Gin Asn Leu Asp Gin Leu Arg Glu Glu 

220 225 230 

Leu Ser Arg Ala Phe Ala Gly Thr Gly Thr Glu Glu Gly Ala Gly Pro 

235 240 245 

Asp Pro Gin Met Leu Ser Glu Glu Val Arg Gin Arg Leu Gin Ala Phe 
250 255 260 265 

Arg Gin Asp Thr Tyr Leu Gin lie Ala Ala Phe Thr Arg Ala lie Asp 

270 275 280 

Gin Glu Thr Glu Glu Val Gin Gin Gin Leu Ala Pro Pro Pro Pro Gly 

285 290 295 

His Ser Ala Phe Ala Pro Glu Phe Gin Gin Thr Asp Ser Gly Lys Val 

300 305 310 

Leu Ser Lys Leu Gin Ala Arg Leu Asp Asp Leu Trp Glu Asp lie Thr 

315 320 325 

His Ser Leu His Asp Gin Gly His Ser His Leu Gly Asp Pro 
330 335 340 



<210> 29 

<211> 742 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> 5'UTR 
<222> 1 . . 31 



<220> 
<221> CDS 
<222> 32 . .559 



<220> 

<221> 3'UTR 
<222> 560 . . 742 



<220> 

<221> polyA_signal 
<222> 702 . . 707 



<220> 

<221> polyA_site 
<222> 728 . . 742 



<400> 29 

aatttttttg tgacttcttc agaccacttt c atg act tct gga age aaa tgt 

Met Thr Ser Gly Ser Lys Cys 
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1 5 

cct agt aca gac tea gga aaa gaa gaa tat att gcc acg ttc aaa gga 100 
Pro Ser Thr Asp Ser Gly Lys Glu Glu Tyr lie Ala Thr Phe Lys Gly 

10 15 20 

tct gaa tac ttc tgc tac gac ttg tct caa aac ccc att caa age age 148 
Ser Glu Tyr Phe Cys Tyr Asp Leu Ser Gin Asn Pro lie Gin Ser Ser 

25 30 35 

agt gat gaa ata act ctg tea ttt aaa acc ctt cag agg aat gga ctg 196 
Ser Asp Glu lie Thr Leu Ser Phe Lys Thr Leu Gin Arg Asn Gly Leu 
40 45 50 55 

atg ctt cac act ggg aaa teg get gat tat gtc aat ctt gee etg aaa 244 
Met Leu His Thr Gly Lys Ser Ala Asp Tyr Val Asn Leu Ala Leu Lys 

60 65 70 

aat gga get gtc tct ctg gte att aat ttg gga tea ggg gcc ttt gaa 292 
Asn Gly Ala Val Ser Leu Val lie Asn Leu Gly Ser Gly Ala Phe Glu 

75 80 85 

gca eta gtg gag cct gtg aat gga aag ttt aat gat aat gcc tgg cat 340 
Ala Leu Vai Glu Pro Val Asn Gly Lys Phe Asn Asp Asn Ala Trp His 

90 95 100 

gat gtg aaa gtc acc agg aat ctg cgt cag gtg aca ata tea gtg gat 388 
Asp Val Lys Val Thr Arg Asn Leu Arg Gin Val Thr lie Ser Val Asp 

105 110 115 

ggg att ett acc aca aeg ggc tac acg eaa gaa gat tat acc atg etg 436 
Gly lie Leu Thr Thr Thr Gly Tyr Thr Gin Glu Asp Tyr Thr Met Leu 
120 125 130 135 

ggg tct gat gac ttt ttc tat gtt gga ggc agt ccc age aca gee gac 484 
Gly Ser Asp Asp Phe Phe Tyr Val Gly Gly Ser Pro Ser Thr Ala Asp 

140 145 150 

ett cca ggg tea cca ate cag eat gaa age acc ttt get gaa gac ccg 532 
Leu Pro Gly Ser Pro lie Gin His Glu Ser Thr Phe Ala Glu Asp Pro 

155 160 165 

atg ttc eag agt caa aeg gca caa ctt taaattcaat attctaetat 579 
Met Phe Gin Ser Gin Thr Ala Gin Leu 

170 175 
tgtttatgta ggattggggg agggaaacag ctcatagatc attatgaagg aattaggttc 639 
ctettcttta ttagtctgta agtaatttac atttgagatt tgtgtggaca gttgatatta 699 
gctataaaag aaagtcaaac aaaaagagaa aaaaaaaaaa aaa 742 

<210> 30 
<211> 176 
<212> PRT 

<213> Homo sapiens 
<400> 30 

Met Thr Ser Gly Ser Lys Cys Pro Ser Thr Asp Ser Gly Lys Glu Glu 

15 10 15 

Tyr lie Ala Thr Phe Lys Gly Ser Glu Tyr Phe Cys Tyr Asp Leu Ser 

20 25 30 

Gin Asn Pro lie Gin Ser Ser Ser Asp Glu lie Thr Leu Ser Phe Lys 

35 40 45 

Thr Leu Gin Arg Asn Gly Leu Met Leu His Thr Gly Lys Ser Ala Asp 

50 55 60 

Tyr Val Asn Leu Ala Leu Lys Asn Gly Ala Val Ser Leu Val lie Asn 
65 70 75 80 

Leu Gly Ser Gly Ala Phe Glu Ala Leu Val Glu Pro Val Asn Gly Lys 
85 90 95 
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Phe Asn Asp Asn Ala 
100 

Gin Val Thr lie Ser 
115 

Gin Glu Asp Tyr Thr 
130 

Gly Ser Pro Ser Thr 
145 

Ser Thr Phe Ala Glu 
165 

<210> 31 
<211> 1766 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> 5'UTR 
<222> 1 . . 3 

<220> 
<221> CDS 
<222> 4 . . 1533 

<220> 

<221> 3'UTR 
<222> 1534 . . 1766 

<220> 

<221> polyA_signal 
<222> 1709 . . 1714 

<220> 

<221> polyA_site 
<222> 1744 . . 1766 

<400> 31 

aag atg gcg gcg gag ctg gtg gag gcc aaa aac atg gtg atg agt ttt 4 8 

Met Ala Ala Glu Leu Val Glu Ala Lys Asn Met Val Met Ser Phe 
15 10 15 

cga gtc tec gac ctt cag atg etc ctg ggt ttc gtg ggc egg agt aag 96 
Arg Val Ser Asp Leu Gin Met Leu Leu Gly Phe Val Gly Arg Ser Lys 

20 25 30 

agt gga ctg aag cac gag etc gtc acc agg gee etc cag ctg gtg eag 144 
Ser Gly Leu Lys His Glu Leu Val Thr Arg Ala Leu Gin Leu Val Gin 

35 40 45 

ttt gac tgt acc cct gag ctg ttc aag aag ate aag gag ctg tac gag 192 
Phe Asp Cys Thr Pro Glu Leu Phe Lys Lys lie Lys Glu Leu Tyr Glu 

50 55 60 

acc cgc tac gee aag aag aac teg gag cct gcc cca cag ccg cac egg 240 
Thr Arg Tyr Ala Lys Lys Asn Ser Glu Pro Ala Pro Gin Pro His Arg 

65 70 75 

ccc ctg gac ccc ctg ace atg cac tee ace tac gac egg gcc ggc get 288 
Pro Leu Asp Pro Leu Thr Met His Ser Thr Tyr Asp Arg Ala Gly Ala 
80 85 90 95 

gtg eee agg act ccg ctg gca ggc ccc aat att gac tac ccc gtg etc 336 

J: (il-.N 142 I JS05;.Rf:Ci Sequence SF-:QMST-9()cl2002.txt DMi'jaj 



Trp His Asp Val Lys Val Thr Arg Asn Leu Arg 

105 110 
Val Asp Gly lie Leu Thr Thr Thr Gly Tyr Thr 

120 125 
Met Leu Gly Ser Asp Asp Phe Phe Tyr Val Gly 

135 140 
Ala Asp Leu Pro Gly Ser Pro lie Gin His Glu 
150 155 160 

Asp Pro Met Phe Gin Ser Gin Thr Ala Gin Leu 
170 175 
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Val Pro Arg Thr 

tac gga aag tac 
Tyr Gly Lys Tyr 
115 

aag cca gaa gtc 
Lys Pro Glu Val 
130 

gag ctg ctg aag 
Glu Leu Leu Lys 
145 

cag gag age ccg 
Gin Glu Ser Pro 
160 

ate egg aac tec 
lie Arg Asn Ser 

gte ctg aga ate 
Val Leu Arg lie 
195 

tac ccg cce aae 
Tyr Pro Pro Asn 
210 

ccg gge tac tac 
Pro Gly Tyr Tyr 
225 

tgc cge cce ate 
Cys Arg Pro lie 
240 

aac cge ate act 
Asn Arg lie Thr 

gee ctg tac ctg 
Ala Leu Tyr Leu 
275 

ctg aag acc att 
Leu Lys Thr lie 
290 

aag gag aag ctg 
Lys Glu Lys Leu 
305 

gtg egg gtg tec 
Val Arg Val Ser 
320 

cce tgc egg gca 
Pro Cys Arg Ala 

ttc tac ctg cag 
Phe Tyr Leu Gin 
355 

tgc gac aag cca 
Cys Asp Lys Pro 
370 

teg aag ate ctg 
Ser Lys lie Leu 
385 



Pro Leu Ala Gly Pro 
100 

tta aac gga ctg gga 
Leu Asn Gly Leu Gly 
120 

cge ctg gtg aag ctg 
Arg Leu Val Lys Leu 
135 

cce acc gaa tta gtc 
Pro Thr Glu Leu Val 
150 

tgc ate ttc gca ttg 
Cys lie Phe Ala Leu 
165 

^99 9^^ c:tg cag cce 
Arg Glu Leu Gin Pro 
180 

tgt tac tea gac acc 
Cys Tyr Ser Asp Thr 
200 

ate get gtg aag gtc 
lie Ala Val Lys Val 
215 

cce tec aat aag cce 
Pro Ser Asn Lys Pro 
230 

aac etc ace cac etc 
Asn Leu Thr His Leu 
245 

gtc acc tgg ggg aac 
Val Thr Trp Gly Asn 
260 

gtg egg cag ctg acc 
Val Arg Gin Leu Thr 
280 

ggg gta aag cac ccg 
Gly Val Lys His Pro 
295 

cge ett gat ect gac 
Arg Leu Asp Pro Asp 
310 

etc ate tgt ccg ctg 
Leu lie Cys Pro Leu 
325 

gag acc tgc gee cac 
Glu Thr Cys Ala His 
340 

atg aac gag aag aag 
Met Asn Glu Lys Lys 
360 

gcc cce tac gac cag 
Ala Pro Tyr Asp Gin 
375 

age gag tgt gag gac 
Ser Glu Cys Glu Asp 
390 



Asn lie Asp Tyr 

105 

egg ttg cce gcc 
Arg Leu Pro Ala 

ccg ttc ttt aat 
Pro Phe Phe Asn 
140 

cca cag aac aac 
Pro Gin Asn Asn 
155 

acg cea aga cag 
Thr Pro Arg Gin 
170 

gga gtt aaa gcc 
Gly Val Lys Ala 
185 

age tgc ect cag 
Ser Cys Pro Gin 

aac cac age tac 
Asn His Ser Tyr 
220 

ggg gtg gag cce 
Gly Val Glu Pro 
235 

atg tac ctt tec 
Met Tyr Leu Ser 
250 

tac gge aag age 
Tyr Gly Lys Ser 
265 

tea teg gag ctg 
Ser Ser Glu Leu 

gag ctg tgc aag 
Glu Leu Cys Lys 
300 

age gag ate gcc 
Ser Glu He Ala 
315 

gtg aag atg egg 
Val Lys Met Arg 
330 

ctg cag tgc ttc 
Leu Gin Cys Phe 
345 

cce acc tgg atg 
Pro Thr Trp Met 

etc ate ate gac 
Leu He He Asp 
380 

gee gac gag ate 
Ala Asp Glu He 
395 



Pro Val Leu 

110 

aag acc etc 384 

Lys Thr Leu 

125 

atg ctg gac 432 
Met Leu Asp 

gag aag ett 480 
Glu Lys Leu 

gtg gag ttg 528 
Val Glu Leu 
175 

gtg cag gtc 576 
Val Gin Val 
190 

gag gac cag 624 

Glu Asp Gin 

205 

tgc tec gte 672 
Cys Ser Val 

aag agg ccg 720 
Lys Arg Pro 

teg gcc ace 768 
Ser Ala Thr 
255 

tac teg gtg 816 
Tyr Ser Val 
270 

ctg cag agg 864 

Leu Gin Arg 

285 

gca ctg gtc 912 
Ala Leu Val 

ace acc ggt 960 
Thr Thr Gly 

etc tec gtg 1008 
Leu Ser Val 
335 

gac gcc gtc 1056 
Asp Ala Val 
350 

tgc cce gtg 1104 

Cys Pro Val 

365 

ggg etc etc 1152 
Gly Leu Leu 

gag tac ctg 1200 
Glu Tyr Leu 
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gtg gac ggc teg tgg tgc ccg ate cgc gcc gaa 
Val Asp Gly Ser Trp Cys Pro He Arg Ala Glu 
400 405 410 

age ccg cag ggc gcc ate etc gtg etg gge eee 
Ser Pro Gin Gly Ala He Leu Val Leu Gly Pro 

420 425 
cte etg ccc gcc eee age gtc aac ggg age ggt 
Leu Leu Pro Ala Pro Ser Val Asn Gly Ser Gly 

435 440 
ggt ggc ggc ggc eeg gtg ggc age atg gag aat 
Gly Gly Gly Gly Pro Val Gly Ser Met Glu Asn 

450 455 
gat gtg gtg gae etc acg etg gae age tea teg 
Asp Val Val Asp Leu Thr Leu Asp Ser Ser Ser 

465 470 
gag gag gag gaa gag gag gag gaa gac gag gae 
Glu Glu Glu Glu Glu Glu Glu Glu Asp Glu Asp 
480 485 490 

ccc aag cgc cgc tge eee ttc cag aag ggc etg 
Pro Lys Arg Arg Cys Pro Phe Gin Lys Gly Leu 

500 505 
tgaeeecggc cgcacacttg actttcctgg tgctcaeeae 
ctcgggcgca gagggaggag tgacctttct ttttcctttt 
tccacccttt tgcctggctc ctggeacetg tacctctgga 
aaaaaaaagt aaaatgacaa aaaaagatac aaaaaagaaa 



aag gag cte age tgc 
Lys Glu Leu Ser Cys 
415 

teg gac gcc aat ggg 
Ser Asp Ala Asn Gly 
430 

gcc etg ggc age acg 
Ala Leu Gly Ser Thr 
445 

ggg aag eeg ggc gee 
Gly Lys Pro Gly Ala 
460 

tec teg gag gat gag 
Ser Ser Glu Asp Glu 
475 

gaa gag ggg ccc egg 
Glu Glu Gly Pro Arg 
495 

gtg ccg gcc tge 
Val Pro Ala Cys 
510 

gcagaggggc acgggeeage 
attgtcgtte gttttgtttt 
ctctcctatc gggggattaa 
aaaaaaaaaa aaa 



1248 



1296 



1344 



1392 



1440 



1488 



1533 



1593 
1653 
1713 
1766 



<210> 32 

<211> 510 

<212> PRT 

<213> Homo sapiens 



<400> 32 

Met Ala Ala Glu Leu Val Glu Ala Lys Asn Met Val Met 

15 10 

Val Ser Asp Leu Gin Met Leu Leu Gly Phe Val Gly Arg 

20 25 
Gly Leu Lys His Glu Leu Val Thr Arg Ala Leu Gin Leu 

35 40 45 

Asp Cys Thr Pro Glu Leu Phe Lys Lys He Lys Glu Leu 

50 55 60 

Arg Tyr Ala Lys Lys Asn Ser Glu Pro Ala Pro Gin Pro 
65 70 75 

Leu Asp Pro Leu Thr Met His Ser Thr Tyr Asp Arg Ala 

85 90 
Pro Arg Thr Pro Leu Ala Gly Pro Asn He Asp Tyr Pro 

100 105 
Gly Lys Tyr Leu Asn Gly Leu Gly Arg Leu Pro Ala Lys 
115 120 125 

Pro Glu Val Arg Leu Val Lys Leu Pro Phe Phe Asn Met 

130 135 140 

Leu Leu Lys Pro Thr Glu Leu Val Pro Gin Asn Asn Glu 
145 150 155 

Glu Ser Pro Cys He Phe Ala Leu Thr Pro Arg Gin Val 

165 170 
Arg Asn Ser Arg Glu Leu Gin Pro Gly Val Lys Ala Val 
180 185 



Ser Phe Arg 
15 

Ser Lys Ser 
30 

Val Gin Phe 

Tyr Glu Thr 

His Arg Pro 
80 

Gly Ala Val 
95 

Val Leu Tyr 
110 

Thr Leu Lys 

Leu Asp Glu 

Lys Leu Gin 
160 

Glu Leu He 
175 

Gin Val Val 
190 
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Leu 


Arg 


lie 


Lys 


iyr 


Q o T- 

o e r 


Asp 


1 Ili 


Q o r" 


y o 




o J. 1 1 


Gl 11 




u X 1 1 


iyi 






-L ^ ^ 










2 00 










2 05 








Pro 


Pro 


As n 


lie 


Ai a 


V a 1 


Lys 


V a 1 


Asn 


n X fa 


Q o r" 


iyr 


i_ys 


o tr I. 


V3 1 
V d X 


ir X vj 




z ± u 










9 1 ^ 

Z i Ij 










2 2 0 










<jiy 


Tyr 


Tyr 


Pro 


ber 


Asn 


Lys 


O 


lj± y 


V d ± 




D >- ri 


ij y o 


A >' 


r X 


y a 












2 3 0 










2 3 5 










240 


AE"g 


Pro 


lie 


As n 


Leu 






Leu 




iyr 




o tr I. 


O C L 




Th T- 

X 1J.X 


Zi Q n 
r-iO 11 










9 /I C| 










2 5 0 










2 5 5 




Arg 


i J. e 


1 nr 


V a 1 


i nr 


-irp 


vj ± y 


Z\ c n 
Moll 


iyr 


o X y 




o c I. 


1 y I 




V;^ 1 


Ala 








9 ^; n 
z o u 










9 R 

Z. D J 










9 7 0 






Leu 


Tyr 


Leu 


val 


Arg 


Lj 1 n 


Leu 


i n r 


C 






Leu 


Leu 




Arg 


LjC LI 






9 7 

Z / _> 










9 R 0 
z o u 










9 R 5 

^ O _J 








Lys 


i nr 


lie 


uiy 


va 1 


Lys 


rll S 


Pro 


L>1U 


Leu 


Lys 


Lys 


Ai a 


Leu 


1 

V a X 


Ly s 




9 Q n 

Z J u 










9 Q R 

Z 17 3 










3 0 0 










Glu 


Lys 


Leu 


Arg 


Leu 


Asp 


Pro 


Asp 


Ser 


fill 

LjI u 


lie 


A± a 


i nr 


i nr 


\j xy 


v a X 


1 n 

J U 3 










J V 










O -L 










320 


Arg 


val 


ber 


Leu 


lie 


Cys 


Pro 


Leu 


va 1 


Lys 


I'lec 


Arg 


Leu 


Q £i V" 

OCX 


\7a 1 

V a X 


Fx O 










9 c; 
J Z o 










9 ^ n 

J J u 










9 3 5 

3 3 3 




Cys 


Arg 


Ala 


Glu 


1 nr 


Cys 


Ale. 

Aia 


nl S 


Leu 


(jrin 


Cys 


i^ne 


Asp 


Al a 


\73 1 

V a 1 


Fne 








T A n 

J 4: u 










-J *± _j 










9 5 0 






Tyr 


Leu 


oin 


Me L. 


As n 


LilU 


Lys 


Lys 


Pro 


1 nr 


irp 


1*1 fcr L 


Lys 


O y- f", 

Ir X U 


V d X 


^^y o 






T c c 
-i a 3 










9 n 

J D u 










9 R 

J D 3 








Asp 


Lys 


Pro 


Ala 


Pro 


Tyr 


Asp 


(ji n 


Leu 


lie 


lie 


Asp 


Liy 


Leu 


Leu 


Ser 




J / U 










J / 3 










9 p n 
J o u 










Lys 


lie 


Leu 


Ser 


Glu 


Cys 


Glu 


Asp 


Ai a 


Asp 


Glu 


lie 


LIU 


Tyr 


Leu 


\7o 1 

V a 1 


T P 

J ts b 










9 Q n 
3 y u 










9 Q R 

J 27 D 










d n n 


Asp 


Gly 


Ser 


Trp 


Cys 


Pro 


lie 


Arg 


Ai a 


Glu 


Lys 


Glu 


Leu 


ber 


Cys 


Ser 










/I n c 
4 U D 










4 1 u 










AIR 
4X3 




Pro 


Gin 


Gly 


TV ~l 

Ala 


lie 


Leu 


Val 


Leu 


Gly 


Pro 


Ser 


Asp 


A 1 ^ 

Ala 


As n 


Liy 


Leu 








4 Z U 










4 Z D 










A 9 n 

ft J u 






Leu 


Pro 


Ala 


Pro 


Ser 


vai 


Asn 


uiy 


Ser 


Liiy 


Ala 

Ai a 


Leu 


Liy 


O ^ -V- 

oe r 


i nr 


Liy 






AIR 










d. A n 

rr rt U 










4 4 R 








Gly 


Gly 


Gly 


Pro 


Val 


Gly 


Ser 


Met 


Glu 


Asn 


Gly 


Lys 


Pro 


Gly 


Ala 


Asp 




450 










455 










460 










Val 


Val 


Asp 


Leu 


Thr 


Leu 


Asp 


Ser 


Ser 


Ser 


Ser 


Ser 


Glu 


Asp 


Glu 


Glu 


465 










470 










475 










480 


Glu 


Glu 


Glu 


Glu 


Glu 


Glu 


Glu 


Asp 


Glu 


Asp 


Glu 


Glu 


Gly 


Pro 


Arg 


Pro 










485 










490 










495 




Lys 


Arg 


Arg 


Cys 


Pro 


Phe 


Gin 


Lys 


Gly 


Leu 


Val 


Pro 


Ala 


Cys 












500 










505 










510 







<210> 33 

<211> 877 

<212> DNA 

<213> Homo sapiens 
<220> 

< 2 2 1 > 5 ' UTR 
<222> 1 . . 10 

<220> 

<221> CDS 

<222> 11 . , 802 

<220> 

< 2 2 1 > 3 ' UTR 
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<222> 803 . .877 
<220> 

<221> polyA_signal 
<222> 836 . . 841 

<220> 

<221> polyA_site 
<222> 862 . .877 

<400> 33 

atctgccacg atg ttg ctg etc age ctg acc eta age etg gtt etc etc 49 
Met Leu Leu Leu Ser Leu Thr Leu Ser Leu Val Leu Leu 
-15 -10 
ggc tec tec tgg ggc tgc ggc att cct gcc ate aaa ccg gca ctg age 97 
Gly Ser Ser Trp Gly Cys Gly lie Pro Ala He Lys Pro Ala Leu Ser 
-5 15 10 

ttc age cag agg att gte aae ggg gag aat gca gtg ttg ggc tec tgg 145 
Phe Ser Gin Arg He Val Asn Gly Glu Asn Ala Val Leu Gly Ser Trp 

15 20 25 

cec tgg cag gtg tec etg cag gac age age gac ttc cac tte tge ggt 193 
Pro Trp Gin Val Ser Leu Gin Asp Ser Ser Asp Phe His Phe Cys Gly 

30 35 40 

ggt tet etc ate age cag tee tgg gtg gtc act get gee cac tgc aat 241 
Gly Ser Leu He Ser Gin Ser Trp Val Val Thr Ala Ala His Cys Asn 

45 50 55 

gtc age cct ggc cgc cat ttt gtt gtc ctg ggc gag tat gac ega tea 289 
Val Ser Pro Gly Arg His Phe Val Val Leu Gly Glu Tyr Asp Arg Ser 
60 65 70 75 

tea aac gca gag ccc ttg cag gtt ctg tec gte tet egg gcc att aca 337 
Ser Asn Ala Glu Pro Leu Gin Val Leu Ser Val Ser Arg Ala He Thr 

80 85 90 

cac cct age tgg aae tet acc ace atg aae aat gac gtg acg ctg ctg 385 
His Pro Ser Trp Asn Ser Thr Thr Met Asn Asn Asp Val Thr Leu Leu 

95 100 105 

aag etc gee teg cea gcc cag tac aca aca cgc ate teg eea gtt tge 433 
Lys Leu Ala Ser Pro Ala Gin Tyr Thr Thr Arg He Ser Pro Val Cys 

110 115 120 

ctg gca tec tea aac gag get ctg act gaa ggc etc acg tgt gtc acc 481 
Leu Ala Ser Ser Asn Glu Ala Leu Thr Glu Gly Leu Thr Cys Val Thr 

125 130 135 

acc ggc tgg ggt cgc etc agt ggc gtg ggc aat gtg aca eea gca cgt 52 9 
Thr Gly Trp Gly Arg Leu Ser Gly Val Gly Asn Val Thr Pro Ala Arg 
140 145 150 155 

ctg cag cag gtg get ttg ccc ctg gtc act gtg aat cag tgc egg cag 577 
Leu Gin Gin Val Ala Leu Pro Leu Val Thr Val Asn Gin Cys Arg Gin 

160 165 170 

tac tgg ggc tea agt ate act gac tec atg ate tgt gca ggt ggc gca 625 
Tyr Trp Gly Ser Ser He Thr Asp Ser Met He Cys Ala Gly Gly Ala 

175 180 185 

ggt gee tec teg tgc cag ggt gac tec gga ggc cct ett gte tgc cag 673 
Gly Ala Ser Ser Cys Gin Gly Asp Ser Gly Gly Pro Leu Val Cys Gin 

190 195 200 

aag gga aae aca tgg gtg ctt att ggt att gtc tec tgg ggc ace aaa 721 
Lys Gly Asn Thr Trp Val Leu He Gly He Val Ser Trp Gly Thr Lys 
205 210 215 



J: ( il:N . 142 i;S05 RI:(i Sequence SI:Q[ IST-9Ocl20()2.1\L. DN[l jaj 



41 



aac tgc aat gtg cgc gca cct get gtg tat act cga gtt age aag ttc 769 

Asn Cys Asn Val Arg Ala Pro Ala Val Tyr Thr Arg Val Ser Lys Phe 

220 225 230 235 

age ace tgg ate aae cag gtc ata gee tac aac tgagctcacc aeaggccctc 822 

Ser Thr Trp lie Asn Gin Val lie Ala Tyr Asn 

240 245 
cccagctcaa cccattaaag acceaggccc tgtcccatca aaaaaaaaaa aaaaa 877 

<210> 34 
<211> 264 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> 1 . . 18 

<400> 34 



Met 


Leu 


Leu 


Leu 
15 


Ser 


Leu 


Thr 


Leu 


Ser 
-10 


Leu 


Val 


Leu 


Leu 


Gly 
-5 


Ser 


Ser 


Trp 


Gly 


Cys 
1 


Gly 


He 


Pro 


Ala 
5 


He 


Lys 


Pro 


Ala 


Leu 
10 


Ser 


Phe 


Ser 


Gin 


Arg 


He 


Val 


Asn 


Gly 


Glu 


Asn 


Ala 


Val 


Leu 


Gly 


Ser 


Trp 


Pro 


Trp 


Gin 


15 










20 










25 










30 


Val 


Ser 


Leu 


Gin 


Asp 
35 


Ser 


Ser 


Asp 


Phe 


His 
40 


Phe 


Cys 


Gly 


Gly 


Ser 
45 


Leu 


He 


Ser 


Gin 


Ser 
50 


Trp 


Val 


Val 


Thr 


Ala 
55 


Ala 


His 


Cys 


Asn 


Val 
60 


Ser 


Pro 


Gly 


Arg 


His 
65 


Phe 


Val 


Val 


Leu 


Gly 
70 


Glu 


Tyr 


Asp 


Arg 


Ser 
75 


Ser 


Asn 


Ala 


Glu 


Pro 
80 


Leu 


Gin 


Val 


Leu 


Ser 
85 


Val 


Ser 


Arg 


Ala 


He 
90 


Thr 


His 


Pro 


Ser 


Trp 


Asn 


Ser 


Thr 


Thr 


Met 


Asn 


Asn 


Asp 


Val 


Thr 


Leu 


Leu 


Lys 


Leu 


Ala 


95 










100 










105 










110 


Ser 


Pro 


Ala 


Gin 


Tyr 
115 


Thr 


Thr 


Arg 


He 


Ser 
120 


Pro 


Val 


Cys 


Leu 


Ala 
125 


Ser 


Ser 


Asn 


Glu 


Ala 
130 


Leu 


Thr 


Glu 


Gly 


Leu 

135 


Thr 


Cys 


Val 


Thr 


Thr 
140 


Gly 


Trp 


Gly 


Arg 


Leu 
145 


Ser 


Gly 


Val 


Gly 


Asn 
150 


Val 


Thr 


Pro 


Ala 


Arg 
155 


Leu 


Gin 


Gin 


Val 


Ala 

160 


Leu 


Pro 


Leu 


Val 


Thr 
165 


Val 


Asn 


Gin 


Cys 


Arg 
170 


Gin 


Tyr 


Trp 


Gly 


Ser 


Ser 


He 


Thr 


Asp 


Ser 


Met 


He 


Cys 


Ala 


Gly 


Gly Ala 


Gly 


Ala 


Ser 


175 










180 










185 










190 


Ser 


Cys 


Gin 


Gly 


Asp 
195 


Ser 


Gly 


Gly 


Pro 


Leu 
200 


Val 


Cys 


Gin 


Lys 


Gly 
205 


Asn 


Thr 


Trp 


Val 


Leu 
210 


He 


Gly 


He 


Val 


Ser 
215 


Trp 


Gly 


Thr 


Lys 


Asn 
220 


Cys 


Asn 


Val 


Arg 


Ala 
225 


Pro 


Ala 


Val 


Tyr 


Thr 
230 


Arg 


Val 


Ser 


Lys 


Phe 
235 


Ser 


Thr 


Trp 


He 


Asn 
240 


Gin 


Val 


He 


Ala 


Tyr 
245 


Asn 



















<210> 35 
<211> 1728 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> 5'UTR 
<222> 1 . . 37 

<220> 
<221> CDS 
<222> 38 . . 1378 

<220> 

<2 21> 3 'UTR 
<222> 1379 . . 1728 

<220> 

<2 21> polyA_site 
<222> 1713 . . 1728 

<400> 35 

atcatctgca cagctggggc ccctgggagg agacgcc atg ate ccc acc ttc acg 55 

Met lie Pro Thr Phe Thr 
-20 

get ctg etc tgc etc ggg ctg agt ctg ggc ccc agg acc eac atg cag 103 
Ala Leu Leu Cys Leu Gly Leu Ser Leu Gly Pro Arg Thr His Met Gin 

-15 -10 -5 

gca ggg ccc etc ecc aaa cce ace etc tgg get gag cca ggc tct gtg 151 
Ala Gly Pro Leu Pro Lys Pro Thr Leu Trp Ala Glu Pro Gly Ser Val 

15 10 15 

ate age tgg ggg aac tct gtg acc ate tgg tgt eag ggg acc ctg gag 199 
lie Ser Trp Gly Asn Ser Val Thr lie Trp Cys Gin Gly Thr Leu Glu 

20 25 30 

get egg gag tae egt etg gat aaa gag gaa age cca gca cce tgg gae 247 
Ala Arg Glu Tyr Arg Leu Asp Lys Glu Glu Ser Pro Ala Pro Trp Asp 

35 40 45 

aga cag aac eca ctg gag ccc aag aac aag gcc aga tte tec ate cca 295 
Arg Gin Asn Pro Leu Glu Pro Lys Asn Lys Ala Arg Phe Ser lie Pro 

50 55 60 

tec atg aca gag gae tat gca ggg aga tae cgc tgt tae tat cgc age 343 
Ser Met Thr Glu Asp Tyr Ala Gly Arg Tyr Arg Cys Tyr Tyr Arg Ser 

55 70 75 

cct gta ggc tgg tea cag ccc agt gae ccc etg gag ctg gtg atg aca 391 
Pro Val Gly Trp Ser Gin Pro Ser Asp Pro Leu Glu Leu Val Met Thr 
80 85 90 95 

gga gcc tac agt aaa ecc acc ett tea gee ctg ccg agt ect ett gtg 439 
Gly Ala Tyr Ser Lys Pro Thr Leu Ser Ala Leu Pro Ser Pro Leu Val 

100 105 110 

aee tea gaa aag age gtg acc ctg ctg tgt cag tea egg age cca atg 487 
Thr Ser Glu Lys Ser Val Thr Leu Leu Cys Gin Ser Arg Ser Pro Met 

115 120 125 

gae act ttc ett ctg ate aag gag egg gca gee eat ccc eta ctg eat 535 
Asp Thr Phe Leu Leu lie Lys Glu Arg Ala Ala His Pro Leu Leu His 

130 135 140 

ctg aga tea gag eae gga get cag cag cae eag get gaa ttc ccc atg 583 
Leu Arg Ser Glu His Gly Ala Gin Gin His Gin Ala Glu Phe Pro Met 

145 150 155 

agt cct gtg ace tea gtg cae ggg ggg acc tac agg tgc tte age tea 631 
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Ser Pro Val Thr Ser Val His Gly Gly Thr Tyr Arg Cys Phe Ser Ser 

160 155 170 175 

cac ggc ttc tec cac tac ctg ctg tea cac ccc agt gac ccc ctg gag 679 

His Gly Phe Ser His Tyr Leu Leu Ser His Pro Ser Asp Pro Leu Glu 

180 185 190 

etc ata gtc tea gga tec ttg gag gat ccc agg ccc tea ccc aca agg 727 
Leu lie Val Ser Gly Ser Leu Glu Asp Pro Arg Pro Ser Pro Thr Arg 

195 200 205 

tec gtc tea aca get gca ggc cet gag gac cag ccc etc atg cct aca 775 
Ser Val Ser Thr Ala Ala Gly Pro Glu Asp Gin Pro Leu Met Pro Thr 

210 215 220 

ggg tea gtc ccc cae agt ggt ctg aga agg cac tgg gag gta ctg ate 823 
Gly Ser Val Pro His Ser Gly Leu Arg Arg His Trp Glu Val Leu lie 

225 230 235 

ggg gtc ttg gtg gtc tee ate ctg ctt etc tee etc etc etc ttc etc 871 
Gly Val Leu Val Val Ser lie Leu Leu Leu Ser Leu Leu Leu Phe Leu 
240 245 250 255 

etc etc caa cac tgg cgt cag gga aaa cac agg aca ttg gcc cag aga 919 
Leu Leu Gin His Trp Arg Gin Gly Lys His Arg Thr Leu Ala Gin Arg 

260 265 270 

cag get gat ttc caa egt cct eca ggg get gcc gag eca gag eee aag 967 
Gin Ala Asp Phe Gin Arg Pro Pro Gly Ala Ala Glu Pro Glu Pro Lys 

275 280 285 

gac ggg ggc eta cag agg agg tec age eca get get gac gtc cag gga 1015 
Asp Gly Gly Leu Gin Arg Arg Ser Ser Pro Ala Ala Asp Val Gin Gly 

290 295 300 

gaa aac ttc tgt get gcc gtg aag gac aca cag cct gag gac ggg gtg 1063 
Glu Asn Phe Cys Ala Ala Val Lys Asp Thr Gin Pro Glu Asp Gly Val 

305 310 315 

gaa atg gac act egg age eca cac gat gaa gac ccc cag gca gtg aeg 1111 
Glu Met Asp Thr Arg Ser Pro His Asp Glu Asp Pro Gin Ala Val Thr 
320 325 330 335 

tat gcc aag gtg aaa cac tee aga cet agg aga gaa atg gee tct cct 1159 
Tyr Ala Lys Val Lys His Ser Arg Pro Arg Arg Glu Met Ala Ser Pro 

340 345 350 

eee tec eca ctg tct ggg gaa ttc ctg gac aca aag gac aga cag gca 1207 
Pro Ser Pro Leu Ser Gly Glu Phe Leu Asp Thr Lys Asp Arg Gin Ala 

355 360 365 

gaa gag gac aga cag atg gac act gag get get gca tct gaa gee eee 1255 
Glu Glu Asp Arg Gin Met Asp Thr Glu Ala Ala Ala Ser Glu Ala Pro 

370 375 380 

cag gat gtg acc tac gcc cag ctg cac age ttt ace etc aga cag aag 1303 
Gin Asp Val Thr Tyr Ala Gin Leu His Ser Phe Thr Leu Arg Gin Lys 

385 390 395 

gca act gag cet cet eca tec cag gaa ggg gcc tct eca get gag ccc 1351 
Ala Thr Glu Pro Pro Pro Ser Gin Glu Gly Ala Ser Pro Ala Glu Pro 
400 405 410 415 

agt gtc tat gcc act ctg gee ate cac taatceaggg gggacccaga 1398 
Ser Val Tyr Ala Thr Leu Ala lie His 
420 

ecccacaagc eatggagact caggaceeea gaaggcatgg aagctgeetc cagtagacat 1458 
cactgaacce eagceagccc agaeccctga caeagaccac tagaagattc egggaacgtt 1518 
gggagtcaec tgattctgea aagataaata atatccctgc attateaaaa taaagtagca 1578 
gacctctcaa ttcaeaatga gttaaetgat aaaacaaaac agaagtcaga caatgtttta 1638 
aattgaatga teatgtaaat attacacatc aaaccaatga catgggaaaa tgggagctte 1698 
taatgaggac aaacaaaaaa aaaaaaaaaa 1728 
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<210> 36 
<211> 447 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> 1 . . 23 

<400> 36 

Met lie Pro Thr Phe Thr Ala Leu Leu Cys Leu Gly Leu Ser Leu Gly 

-20 -15 -10 

Pro Arg Thr His Met Gin Ala Gly Pro Leu Pro Lys Pro Thr Leu Trp 

-5 15 
Ala Glu Pro Gly Ser Val lie Ser Trp Gly Asn Ser Val Thr He Trp 
10 15 20 25 

Cys Gin Gly Thr Leu Glu Ala Arg Glu Tyr Arg Leu Asp Lys Glu Glu 

30 35 40 

Ser Pro Ala Pro Trp Asp Arg Gin Asn Pro Leu Glu Pro Lys Asn Lys 

45 50 55 

Ala Arg Phe Ser He Pro Ser Met Thr Glu Asp Tyr Ala Gly Arg Tyr 

60 65 70 

Arg Cys Tyr Tyr Arg Ser Pro Val Gly Trp Ser Gin Pro Ser Asp Pro 

75 80 85 

Leu Glu Leu Val Met Thr Gly Ala Tyr Ser Lys Pro Thr Leu Ser Ala 
90 95 100 105 

Leu Pro Ser Pro Leu Val Thr Ser Glu Lys Ser Val Thr Leu Leu Cys 

HO 115 120 

Gin Ser Arg Ser Pro Met Asp Thr Phe Leu Leu He Lys Glu Arg Ala 

125 130 135 

Ala His Pro Leu Leu His Leu Arg Ser Glu His Gly Ala Gin Gin His 

140 145 150 

Gin Ala Glu Phe Pro Met Ser Pro Val Thr Ser Val His Gly Gly Thr 

155 160 165 

Tyr Arg Cys Phe Ser Ser His Gly Phe Ser His Tyr Leu Leu Ser His 
170 175 180 185 

Pro Ser Asp Pro Leu Glu Leu He Val Ser Gly Ser Leu Glu Asp Pro 

190 195 200 

Arg Pro Ser Pro Thr Arg Ser Val Ser Thr Ala Ala Gly Pro Glu Asp 

205 210 215 

Gin Pro Leu Met Pro Thr Gly Ser Val Pro His Ser Gly Leu Arg Arg 

220 225 230 

His Trp Glu Val Leu He Gly Val Leu Val Val Ser He Leu Leu Leu 

235 240 245 

Ser Leu Leu Leu Phe Leu Leu Leu Gin His Trp Arg Gin Gly Lys His 
250 255 260 265 

Arg Thr Leu Ala Gin Arg Gin Ala Asp Phe Gin Arg Pro Pro Gly Ala 

270 275 280 

Ala Glu Pro Glu Pro Lys Asp Gly Gly Leu Gin Arg Arg Ser Ser Pro 

285 290 295 

Ala Ala Asp Val Gin Gly Glu Asn Phe Cys Ala Ala Val Lys Asp Thr 

300 305 310 

Gin Pro Glu Asp Gly Val Glu Met Asp Thr Arg Ser Pro His Asp Glu 

315 320 325 

Asp Pro Gin Ala Val Thr Tyr Ala Lys Val Lys His Ser Arg Pro Arg 
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330 335 340 345 

Arg Glu Met Ala Ser Pro Pro Ser Pro Leu Ser Gly Glu Phe Leu Asp 

350 355 360 

Thr Lys Asp Arg Gin Ala Glu Glu Asp Arg Gin Met Asp Thr Glu Ala 

365 370 375 

Ala Ala Ser Glu Ala Pro Gin Asp Val Thr Tyr Ala Gin Leu His Ser 

380 385 390 

Phe Thr Leu Arg Gin Lys Ala Thr Glu Pro Pro Pro Ser Gin Glu Gly 

395 400 405 

Ala Ser Pro Ala Glu Pro Ser Val Tyr Ala Thr Leu Ala lie His 
410 415 420 



<;210> 37 
<211> 1757 
<212> DNA 

<213> Homo sapiens 



<220> 

c:221> 5'UTR 
<222> 1 . .329 



<220> 
<221> CDS 
<222> 330 . . 1478 



<220> 

<221> 3 'UTR 
<222> 1479 . . 1757 



<220> 

<221> polyA_signal 
<222> 1722 . . 1727 



<220> 

<221> polyA_site 
<222> 1742 . . 1757 



<400> 37 

atttagttga agctgcaggg gagtgaggga gaggaggata ggaagcagga aagcgggaga 60 
gctcgaggga caagggggct cggtgtgttt acaccaggca cgggctacga gcgtccatcc 120 
cggcccctgg cttgcgctcc cgaagaggag agcaaggctg ttctgggatc cggccgtcgt 180 
gcggcaagag gcttgtctgt ccgggttgcc ggaaccagga gaacccagag ggaaaccgag 240 
gcaaaggagc ggcgcgtttt actagagaga gcgcgagcgg aagaggcgag agcaggagcg 300 
cgcgagggag catcgagcgc agcggagac atg agg acc tac tgg ctg cac age 353 

Met Arg Thr Tyr Trp Leu His Ser 
-20 

gtc tgg gtg ctg ggc ttt ttc ctg tec etc ttc tea ttg caa gga ctg 401 

Val Trp Val Leu Gly Phe Phe Leu Ser Leu Phe Ser Leu Gin Gly Leu 

-15 -10 -5 1 

cct gtt cgc age gtg gat ttt aac cga ggc acg gac aac ate acc gtg 449 

Pro Val Arg Ser Val Asp Phe Asn Arg Gly Thr Asp Asn lie Thr Val 

5 10 15 

agg cag ggg gac aca gcc ate etc agg tgc gtt gta gaa gac aag aac 497 
Arg Gin Gly Asp Thr Ala lie Leu Arg Cys Val Val Glu Asp Lys Asn 

20 25 30 

tea aag gtg gcc tgg ttg aac cgt tct ggc ate att ttt get gga cat 545 
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Ser Lys Val Ala 
35 

gac aag tgg tct 
Asp Lys Trp Ser 
50 

ctg gaa tac age 
Leu Glu Tyr Ser 

tec tac act tgc 
Ser Tyr Thr Cys 
85 

gtt tac ttg ate 
Val Tyr Leu lie 
100 

gat gtc act gtg 
Asp Val Thr Val 
115 

aat ggc cgt cct 
Asn Gly Arg Pro 
130 

gga agg gaa ttt 
Gly Arg Glu Phe 

acc agg gag cag 
Thr Arg Glu Gin 
165 

tec teg geg gat 
Ser Ser Ala Asp 
180 

act ate aca gaa 
Thr lie Thr Glu 
195 

tea etc aaa tgt 
Ser Leu Lys Cys 
210 

tac egg gat gac 
Tyr Arg Asp Asp 

age aeg gag ggc 
Ser Thr Glu Gly 
245 

cac tac ggc aac 
His Tyr Gly Asn 
260 

aat gcc age eta 
Asn Ala Ser Leu 
275 

ecc att caa gaa 
Pro He Gin Glu 
290 

ttc etc tct gag 
Phe Leu Ser Glu 

tgt gga aat eta 
Cys Gly Asn Leu 
325 



Trp Leu Asn Arg Ser 
40 

etg gac eea egg gtt 
Leu Asp Pro Arg Val 
55 

etc ega ate cag aag 
Leu Arg He Gin Lys 
70 

tea gtt cag aca cag 
Ser Val Gin Thr Gin 
90 

gta caa gtc cca cca 
Val Gin Val Pro Pro 
105 

aat gag ggc age aac 
Asn Glu Gly Ser Asn 
120 

gaa cct gtt ate ace 
Glu Pro Val He Thr 
135 

gaa gga gaa gaa gaa 
Glu Gly Glu Glu Glu 
150 

tea ggc aaa tat gag 
Ser Gly Lys Tyr Glu 
170 

gtc aaa caa gtc aag 
Val Lys Gin Val Lys 
185 

tee aag age aat gaa 
Ser Lys Ser Asn Glu 
200 

gag gcc teg gea gtg 
Glu Ala Ser Ala Val 
215 

act agg ata aat agt 
Thr Arg lie Asn Ser 
230 

cag tct tec etg aeg 
Gin Ser Ser Leu Thr 
250 

tac ace tgt gtg get 
Tyr Thr Cys Val Ala 
265 

gtc ctt ttc aaa cgt 
Val Leu Phe Lys Arg 
280 

att ggt acc acc gtg 
He Gly Thr Thr Val 
295 

tct cag agg ggt gag 
Ser Gin Arg Gly Glu 
310 

ttc ttg egg aac tta 
Phe Leu Arg Asn Leu 
330 



Gly He He Phe 
45 

gag etg gag aaa 
Glu Leu Glu Lys 
60 

gtg gat gtc tat 

Val Asp Val Tyr 
75 

cat gag ecc aag 
His Glu Pro Lys 

aag ate tec aat 
Lys He Ser Asn 
110 

gtg act ctg gtc 
Val Thr Leu Val 
125 

tgg aga cac ctt 
Trp Arg His Leu 
140 

tat ctg gag ate 
Tyr Leu Glu He 
155 

tgc aaa get gee 
Cys Lys Ala Ala 

gtc act gtg aac 
Val Thr Val Asn 
190 

gee acc aca gga 
Ala Thr Thr Gly 
205 

cct gea eet gac 
Pro Ala Pro Asp 
220 

gcc aat ggc ctt 
Ala Asn Gly Leu 
235 

gtg acc aac gtc 
Val Thr Asn Val 

gee aac aag ctg 
Ala Asn Lys Leu 
270 

gtt tta ecc aca 
Val Leu Pro Thr 
285 

cac ttc aag caa 
His Phe Lys Gin 
300 

aca acc aag ate 
Thr Thr Lys He 
315 

cat cec acc agt 
His Pro Thr Ser 



Ala Gly His 

ege cat tct 593 
Arg His Ser 
65 

gat gag ggt 641 
Asp Glu Gly 
80 

ace tee caa 689 

Thr Ser Gin 

95 

ate tec teg 737 
He Ser Ser 

tgc atg gcc 785 
Cys Met Ala 

aca cca act 833 
Thr Pro Thr 
145 

ctt ggc ate 881 
Leu Gly He 
160 

aac gag gtc 929 

Asn Glu Val 

175 

tat cct ecc 977 
Tyr Pro Pro 

ega caa get 1025 
Arg Gin Ala 

ttt gag tgg 1073 
Phe Glu Trp 
225 

gag att aag 1121 
Glu He Lys 
240 

act gag gag 1169 

Thr Glu Glu 

255 

ggg gtc acc 1217 
Gly Val Thr 

ate cec cac 1265 
He Pro His 

aaa ggc ate 1313 
Lys Gly He 
305 

act etc aac 1351 
Thr Leu Asn 
320 

gat caa gag 1409 

Asp Gin Glu 

335 
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cca cag aga tta tgg aca ctt tgt tgc tta etc cca aga aag ggc cag 1457 
Pro Gin Arg Leu Trp Thr Leu Cys Cys Leu Leu Pro Arg Lys Gly Gin 

340 345 350 

cac cgt att tat ggc cag tgc tagaaggtcc tcactgaagg caacagggaa 1508 
His Arg lie Tyr Gly Gin Cys 
355 360 
gaggcagcca tgaatatata cttggaaaca ggatcatttg aggccttcaa gaaggcataa 156B 
aatattgtcc ctttcagcct ttcttttctt ctcaatgcca cgattaccaa ttatgtttta 1628 
atcttaagtg gctagtgtta tatgtgatac attatgcctt tgatatgtgg ttgaaaaaat 1688 
aaggcatagc attgtttttt atttcaaaga caaaataaac tgccagtgtc accaaaaaaa 1748 
aaaaaaaaa 1757 

<210> 38 
<211> 383 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> 1 . . 23 

<400> 38 

Met Arg Thr Tyr Trp Leu His Ser Val Trp Val Leu Gly Phe Phe Leu 

-20 -15 -10 

Ser Leu Phe Ser Leu Gin Gly Leu Pro Val Arg Ser Val Asp Phe Asn 

-5 15 
Arg Gly Thr Asp Asn lie Thr Val Arg Gin Gly Asp Thr Ala lie Leu 
10 15 20 25 

Arg Cys Val Val Glu Asp Lys Asn Ser Lys Val Ala Trp Leu Asn Arg 

30 35 40 

Ser Gly lie lie Phe Ala Gly His Asp Lys Trp Ser Leu Asp Pro Arg 

45 50 55 

Val Glu Leu Glu Lys Arg His Ser Leu Glu Tyr Ser Leu Arg lie Gin 

60 65 70 

Lys Val Asp Val Tyr Asp Glu Gly Ser Tyr Thr Cys Ser Val Gin Thr 

75 80 85 

Gin His Glu Pro Lys Thr Ser Gin Val Tyr Leu lie Val Gin Val Pro 
90 95 100 105 

Pro Lys lie Ser Asn He Ser Ser Asp Val Thr Val Asn Glu Gly Ser 

110 115 120 

Asn Val Thr Leu Val Cys Met Ala Asn Gly Arg Pro Glu Pro Val He 

125 130 135 

Thr Trp Arg His Leu Thr Pro Thr Gly Arg Glu Phe Glu Gly Glu Glu 

140 145 150 

Glu Tyr Leu Glu He Leu Gly He Thr Arg Glu Gin Ser Gly Lys Tyr 

155 160 165 

Glu Cys Lys Ala Ala Asn Glu Val Ser Ser Ala Asp Val Lys Gin Val 
170 175 180 185 

Lys Val Thr Val Asn Tyr Pro Pro Thr He Thr Glu Ser Lys Ser Asn 

190 195 200 

Glu Ala Thr Thr Gly Arg Gin Ala Ser Leu Lys Cys Glu Ala Ser Ala 

205 210 215 

Val Pro Ala Pro Asp Phe Glu Trp Tyr Arg Asp Asp Thr Arg He Asn 

220 225 230 

Ser Ala Asn Gly Leu Glu He Lys Ser Thr Glu Gly Gin Ser Ser Leu 
235 240 245 
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Thr Val Thr Asn Val Thr Glu Glu 
250 255 
Ala Ala Asn Lys Leu Gly Val Thr 
270 

Arg Val Leu Pro Thr lie Pro His 
285 

Val His Phe Lys Gin Lys Gly lie 
300 305 
Glu Thr Thr Lys lie Thr Leu Asn 

315 320 
Leu His Pro Thr Ser Asp Gin Glu 
330 335 
Cys Leu Leu Pro Arg Lys Gly Gin 
350 



His Tyr Gly Asn Tyr Thr Cys Val 
260 265 
Asn Ala Ser Leu Val Leu Phe Lys 

275 280 
Pro lie Gin Glu He Gly Thr Thr 
290 295 
Phe Leu Ser Glu Ser Gin Arg Gly 
310 

Cys Gly Asn Leu Phe Leu Arg Asn 
325 

Pro Gin Arg Leu Trp Thr Leu Cys 
340 345 
His Arg He Tyr Gly Gin Cys 
355 360 



<210> 39 

<211> 2818 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> 5'UTR 
<222> 1 . . 80 



<220> 
<221> CDS 
<222> 81 . . 1517 



<220> 

<221> 3'UTR 
<222> 1518 . .2818 



<220> 

<221> polyA_signal 
<222> 2786 . .2791 



<220> 

<221> polyA_site 
<222> 2804 . .2818 



<400> 39 

ggctttgggg cagggcagat ttatatctgc gggggatcag ctgacgctcc gcattgcaga 60 
ctgcggagtc agacggcgct atg tac gcc etc ttc etc ctg gee age etc ctg 113 

Met Tyr Ala Leu Phe Leu Leu Ala Ser Leu Leu 













1 








5 










10 






gcg 


get 


eta 


gcc 


ggc 


eeg 


gtc 


ctt 


gga 


ctg 


aaa 


gaa 


tgc 


acc 


agg 


161 


Gly 


Ala 


Ala 


Leu 


Ala 


Gly 


Pro 


Val 


Leu 


Gly 


Leu 


Lys 


Glu 


Cys 


Thr 


Arg 










15 










20 










25 








ggc 


teg 


gca 


gtg 


tgg 


tgc 


cag 


aat 


gtg 


aag 


acg 


gcg 


tec 


gac 


tgc 


ggg 


209 


Gly 


Ser 


Ala 


Val 


Trp 


Cys 


Gin 


Asn 


Val 


Lys 


Thr 


Ala 


Ser 


Asp 


Cys 


Gly 








30 










35 










40 










gca 


gtg 


aag 


eac 


tgc 


ctg 


cag 


acc 


gtt 


tgg 


aac 


aag 


cca 


aea 


gtg 


aaa 


257 


Ala 


Val 


Lys 


His 


Cys 


Leu 


Gin 


Thr 


Val 


Trp 


Asn 


Lys 


Pro 


Thr 


Val 


Lys 






45 










50 










55 












tee 


ctt 


ccc 


tgc 


gac 


ata 


tgc 


aaa 


gac 


gtt 


gtc 


ace 


gca 


get 


ggt 


gat 


305 


Ser 


Leu 


Pro 


Cys 


Asp 


He 


Cys 


Lys 


Asp 


Val 


Val 


Thr 


Ala 


Ala 


Gly 


Asp 
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60 

atg ctg aag gac 
Met Leu Lys Asp 

aag acc tgt gac 
Lys Thr Cys Asp 
95 

gag ata gtg gac 
Glu lie Val Asp 
110 

gaa atg age cgt 
Glu Met Ser Arg 
125 

tct etc cag aag 
Ser Leu Gin Lys 
140 

tee aat aag ate 
Ser Asn Lys lie 

atg gcc aac ate 
Met Ala Asn lie 
175 

aag ccc cag cca 
Lys Pro Gin Pro 
190 

atg gtg act gae 
Met Val Thr Asp 
205 

cag gcc ttg gtg 
Gin Ala Leu Val 
220 

gge atg gcc gac 
Gly Met Ala Asp 

get ate eag atg 
Ala lie Gin Met 
255 

tgt gcg ctg gtt 
Cys Ala Leu Val 
270 

aet ctg gtc ccc 
Thr Leu Val Pro 
285 

gaa ctg gtg gag 
Glu Leu Val Glu 
300 

gtt tae tgt gag 
Val Tyr Cys Glu 

att gac aac aac 
lie Asp Asn Asn 
335 

atg tge teg aag 
Met Cys Ser Lys 
350 

gtg gac aeg tae 



65 

aat gee act gag gag 
Asn Ala Thr Glu Glu 
80 

tgg ett eeg aaa eeg 
Trp Leu Pro Lys Pro 
100 

tec tae etc cct gtc 
Ser Tyr Leu Pro Val 
115 

cet ggg gag gtg tgc 
Pro Gly Glu Val Cys 
130 

cac eta gca gag ctg 
His Leu Ala Glu Leu 
145 

cca gag ctg gac atg 
Pro Glu Leu Asp Met 
160 

cct etc etc etc tae 
Pro Leu Leu Leu Tyr 
180 

aag gat aat ggg gac 
Lys Asp Asn Gly Asp 
195 

ate eag act get gta 
He Gin Thr Ala Val 
210 

gaa cat gtc aag gag 
Glu His Val Lys Glu 
225 

ata tgc aag aac tat 
He Cys Lys Asn Tyr 
240 

atg atg cac atg cag 
Met Met His Met Gin 
260 

ggg ttc tgt gat gag 
Gly Phe Cys Asp Glu 
275 

gee aaa gtg gcc tee 
Ala Lys Val Ala Ser 
290 

ccc att aag aag cac 
Pro He Lys Lys His 
305 

gtg tgt gaa ttc ctg 
Val Cys Glu Phe Leu 
320 

aag aet gag aaa gaa 
Lys Thr Glu Lys Glu 
340 

ctg eeg aag tec ctg 
Leu Pro Lys Ser Leu 
355 

gge age tee ate ctg 



70 

gag ate ctt gtt 
Glu He Leu Val 
85 

aac atg tct get 
Asn Met Ser Ala 

ate ctg gac ate 
He Leu Asp He 
120 

tct get etc aac 
Ser Ala Leu Asn 
135 

aat cac cag aag 
Asn His Gin Lys 
150 

act gag gtg gtg 
Thr Glu Val Val 
165 

cct cag gac gge 
Pro Gin Asp Gly 

gtt tgc cag gac 
Val Cys Gin Asp 
200 

egg acc aac tec 
Arg Thr Asn Ser 
215 

gag tgt gac cge 
Glu Cys Asp Arg 
230 

ate age cag tat 
He Ser Gin Tyr 
245 

gat cag caa eee 
Asp Gin Gin Pro 

gtg aaa gag atg 
Val Lys Glu Met 
280 

aag aat gtc ate 
Lys Asn Val He 
295 

gag gtc cca gca 
Glu Val Pro Ala 
310 

gtg aag gag gtg 
Val Lys Glu Val 
325 

ata etc gac get 
He Leu Asp Ala 

teg gaa gag tgc 
Ser Glu Glu Cys 
360 

tee ate ctg ctg 



75 

tac ttg gag 353 
Tyr Leu Glu 
90 

tea tgc aag 401 

Ser Cys Lys 

105 

att aaa gga 449 
He Lys Gly 

etc tgc gag 497 
Leu Cys Glu 

eag ctg gag 545 
Gin Leu Glu 
155 

gcc ccc ttc 593 
Ala Pro Phe 
170 

eee egc age 641 

Pro Arg Ser 

185 

tgc att cag 689 
Cys He Gin 

ace ttt gtc 737 
Thr Phe Val 

ctg gge cet 785 
Leu Gly Pro 
235 

tct gaa att 833 
Ser Glu He 
250 

aag gag ate 881 

Lys Glu He 

265 

eee atg cag 929 
Pro Met Gin 

cct gee ctg 977 
Pro Ala Leu 

aag tct gat 1025 
Lys Ser Asp 
315 

ace aag ctg 1073 
Thr Lys Leu 
330 

ttt gae aaa 1121 

Phe Asp Lys 

345 

cag gag gtg 1169 
Gin Glu Val 

gag gag gtc 1217 
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Val Asp Thr Tyr Gly Ser Ser lie Leu Ser lie Leu Leu Glu Glu Val 

365 370 375 

age cct gag ctg gtg tgc age atg ctg cac etc tgc tct ggc acg egg 
Ser Pro Glu Leu Val Cys Ser Met Leu His Leu Cys Ser Gly Thr Arg 
380 385 390 395 

ctg cct gca ctg ace gtt cac gtg act cag cca aag gac ggt gge tte 
Leu Pro Ala Leu Thr Val His Val Thr Gin Pro Lys Asp Gly Gly Phe 

400 405 410 

tgc gaa gtg tge aag aag ctg gtg ggt tat ttg gat cgc aac ctg gag 
Cys Glu Val Cys Lys Lys Leu Val Gly Tyr Leu Asp Arg Asn Leu Glu 

415 420 425 

aaa aac age ace aag cag gag ate ctg get get ett gag aaa ggc tgc 
Lys Asn Ser Thr Lys Gin Glu lie Leu Ala Ala Leu Glu Lys Gly Cys 

430 435 440 

age tte ctg cca gac eet tac cag aag eag tgt gat cag ttt gtg gca 
Ser Phe Leu Pro Asp Pro Tyr Gin Lys Gin Cys Asp Gin Phe Val Ala 

445 450 455 

gag tac gag ecc gtg ctg ate gag ate ctg gtg gag gta tgg ate ett 
Glu Tyr Glu Pro Val Leu lie Glu lie Leu Val Glu Val Trp lie Leu 
450 465 470 475 

eet teg tgt get tgaaaattgg agcctgcecc tcggcccata agcccttgtt 
Pro Ser Cys Ala 

gggaaetgag aagtgtatat ggggeccaag ctactggtgc cagaacacag agacagcagc 
ccagtgcaat gctgtcgagc attgcaaacg ceatgtgtgg aactaggagg aggaatattc 
catcttggca gaaaceacag cattggtttt tttetacttg tgtgtetggg ggaatgaacg 
caeagatctg tttgactttg ttataaaaat agggcteece cacctccccc atttctgtgt 
cctttattgt agcattgctg tctgcaaggg agceectage ccctggcaga eatagetget 
teagtgcccc ttttetctct gctagatgga tgttgatgca ctggaggtct tttagcctgc 
ccttgcatgg cgeetgctgg aggaggagag agctctgctg gcatgagcca cagtttcttg 
actggaggcc atcaaccetc ttggttgagg cettgttctg agccctgaca tgtgcttggg 
cactggtggg eetgggcttc tgaggtggcc tcctgccetg ateagggacc ctccccgctt 
tcctgggcet ctcagttgaa eaaageagca aaacaaagge agttttatat gaaagattag 
aagcctggaa taateaggct ttttaaatga tgtaattccc aetgtaatag catagggatt 
ttggaagcag etgetggtgg ettgggacat cagtggggee aagggttctc tgtccctggt 
tcaactgtga tttggcttte ccgtgtcttt cetggtgatg ccttgtttgg ggttctgtgg 
gtttgggtgg gaagagggcc atetgcctga atgtaacctg etagetctcc gaaggccctg 
cgggcctgge ttgtgtgagc gtgtggacag tggtggccgc gctgtgcctg ctcgtgttgc 
etacatgtec ctggctgttg aggcgctgct tcagcctgca cccctccctt gtctcataga 
tgetectttt gaccttttca aataaatatg gatggegagc tcctaggcct etggctteet 
ggtagaggge ggcatgeega agggtetget gggtgtggat tggatgetgg ggtgtggggg 
ttggaagetg tctgtggecc aettgggcac ccaegettct gtccacttct ggttgccagg 
agacagcaag caaagceagc aggaeatgaa gttgetatta aatggacttc gtgatttttg 
ttttgcacta aagtttctgt gatttaacaa taaaattetg ttagccaaaa aaaaaaaaaa 
a 



1265 



1313 



1361 



1409 



1457 



1505 



1557 

1617 
1677 
1737 
1797 
1857 
1917 
1977 
2037 
2097 
2157 
2217 
2277 
2337 
2397 
2457 
2517 
2577 
2637 
2697 
2757 
2817 
2818 



<210> 40 

<211> 479 

<212> PRT 

<213> Homo sapiens 



<400> 40 

Met Tyr Ala Leu Phe Leu Leu Ala Ser Leu Leu Gly Ala Ala Leu Ala 

15 10 15 

Gly Pro Val Leu Gly Leu Lys Glu Cys Thr Arg Gly Ser Ala Val Trp 

20 25 30 

Cys Gin Asn Val Lys Thr Ala Ser Asp Cys Gly Ala Val Lys His Cys 
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35 40 45 

Leu Gin Thr Val Trp Asn Lys Pro Thr Val Lys Ser Leu Pro Cys Asp 

50 55 60 

He Cys Lys Asp Val Val Thr Ala Ala Gly Asp Met Leu Lys Asp Asn 
65 70 75 80 

Ala Thr Glu Glu Glu He Leu Val Tyr Leu Glu Lys Thr Cys Asp Trp 

85 90 95 

Leu Pro Lys Pro Asn Met Ser Ala Ser Cys Lys Glu He Val Asp Ser 

100 105 110 

Tyr Leu Pro Val He Leu Asp He He Lys Gly Glu Met Ser Arg Pro 

115 120 125 

Gly Glu Val Cys Ser Ala Leu Asn Leu Cys Glu Ser Leu Gin Lys His 

130 135 140 

Leu Ala Glu Leu Asn His Gin Lys Gin Leu Glu Ser Asn Lys He Pro 
145 150 155 160 

Glu Leu Asp Met Thr Glu Val Val Ala Pro Phe Met Ala Asn He Pro 

165 170 175 

Leu Leu Leu Tyr Pro Gin Asp Gly Pro Arg Ser Lys Pro Gin Pro Lys 

180 185 190 

Asp Asn Gly Asp Val Cys Gin Asp Cys He Gin Met Val Thr Asp He 

195 200 205 

Gin Thr Ala Val Arg Thr Asn Ser Thr Phe Val Gin Ala Leu Val Glu 

210 215 220 

His Val Lys Glu Glu Cys Asp Arg Leu Gly Pro Gly Met Ala Asp He 
225 230 235 240 

Cys Lys Asn Tyr He Ser Gin Tyr Ser Glu He Ala He Gin Met Met 

245 250 255 

Met His Met Gin Asp Gin Gin Pro Lys Glu He Cys Ala Leu Val Gly 

260 265 270 

Phe Cys Asp Glu Val Lys Glu Met Pro Met Gin Thr Leu Val Pro Ala 

275 280 285 

Lys Val Ala Ser Lys Asn Val He Pro Ala Leu Glu Leu Val Glu Pro 

290 295 300 

He Lys Lys His Glu Val Pro Ala Lys Ser Asp Val Tyr Cys Glu Val 
305 310 315 320 

Cys Glu Phe Leu Val Lys Glu Val Thr Lys Leu He Asp Asn Asn Lys 

325 330 335 

Thr Glu Lys Glu He Leu Asp Ala Phe Asp Lys Met Cys Ser Lys Leu 

340 345 350 

Pro Lys Ser Leu Ser Glu Glu Cys Gin Glu Val Val Asp Thr Tyr Gly 

355 360 365 

Ser Ser He Leu Ser He Leu Leu Glu Glu Val Ser Pro Glu Leu Val 

370 375 380 

Cys Ser Met Leu His Leu Cys Ser Gly Thr Arg Leu Pro Ala Leu Thr 
385 390 395 400 

Val His Val Thr Gin Pro Lys Asp Gly Gly Phe Cys Glu Val Cys Lys 

405 410 415 

Lys Leu Val Gly Tyr Leu Asp Arg Asn Leu Glu Lys Asn Ser Thr Lys 

420 425 430 

Gin Glu He Leu Ala Ala Leu Glu Lys Gly Cys Ser Phe Leu Pro Asp 

435 440 445 

Pro Tyr Gin Lys Gin Cys Asp Gin Phe Val Ala Glu Tyr Glu Pro Val 

450 455 460 

Leu He Glu He Leu Val Glu Val Trp He Leu Pro Ser Cys Ala 
465 470 475 
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<210> 41 

<211> 770 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> 5'UTR 
<222> 1 . . 120 



<220> 
<221> CDS 
<222> 121 . . 546 



<220> 

<221> 3'UTR 
<222> 547 . . 770 



<220> 

<221> polyA_signal 
<222> 739 . . 744 



<220> 

<221> polyA_site 
<222> 755 . . 770 



<400> 41 

cttttcttgg gctctaagga cccaggagtc tgggtgcaca gcctccttct ctctgagatt 60 
caagagtctg atcagcagcc tcttcctcct ccaggaccca gaagccctga gcttatcccc 120 
atg gag etc tgc egg tec ctg gcc ctg ctg ggg ggc tec ctg ggc ctg 168 
Met Glu Leu Cys Arg Ser Leu Ala Leu Leu Gly Gly Ser Leu Gly Leu 

-35 -30 -25 

atg ttc tgc ctg att get ttg age ace gat tte tgg ttt gag get gtg 216 
Met Phe Cys Leu lie Ala Leu Ser Thr Asp Phe Trp Phe Glu Ala Val 

-20 -15 -10 

ggt ccc acc cae tea get eac teg ggc etc tgg eca aca ggg cat ggg 264 
Gly Pro Thr His Ser Ala His Ser Gly Leu Trp Pro Thr Gly His Gly 
-5 15 10 

gac ate ata tea ggc cae ggc ecg ctt gtc tea acc acc gca gcc ttt 312 
Asp lie lie Ser Gly His Gly Pro Leu Val Ser Thr Thr Ala Ala Phe 

15 20 25 

get gca ggt aag gac tct gga ctg gac tgg ggc ate gcg age cag ega 360 
Ala Ala Gly Lys Asp Ser Gly Leu Asp Trp Gly He Ala Ser Gin Arg 

30 35 40 

att cct gee gag gag ctg age cat etc tct tgt cct tgt ccc cag cea 408 
He Pro Ala Glu Glu Leu Ser His Leu Ser Cys Pro Cys Pro Gin Pro 

45 50 55 

tct cea tgg tgg tgg eca tgg egg tgt aca cea gcg age ggt ggg acc 456 
Ser Pro Trp Trp Trp Pro Trp Arg Cys Thr Pro Ala Ser Gly Gly Thr 
60 65 70 75 

age etc eac acc ccc aga tec aga cct tct tct cct ggt cct tct acc 504 
Ser Leu His Thr Pro Arg Ser Arg Pro Ser Ser Pro Gly Pro Ser Thr 

80 85 90 

tgg get ggg tct cag eta tec tct tgc tct gta cag gtg ccc 546 
Trp Ala Gly Ser Gin Leu Ser Ser Cys Ser Val Gin Val Pro 

95 100 105 

tgagcctggg tgcteactgt ggcggteccc gtcctggcta tgaaaccttg tgageagaag 606 
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gcaagagcgg caagatgagt tttgagcgtt gtattccaaa ggcctcatct ggagcctcgg 666 

gaaagtctgg tcccacatct gcccgccctt ccagcccttc cccagcccct cctcttgttt 726 

cttcattcat tcaacaaaat ttggctggaa aaaaaaaaaa aaaa 770 



<210> 42 

<211> 142 

<212> PRT 

<213> Homo sapiens 



<220> 

<2 21> SIGNAL 
<222> 1 . . 37 



<400> 42 
Met Glu Leu 
-35 

Met Phe Cys 
-20 

Gly Pro Thr 
-5 

Asp lie lie 

Ala Ala Gly 
30 

lie Pro Ala 
45 

Ser Pro Trp 
60 

Ser Leu His 
Trp Ala Gly 



Cys 

Leu 

His 

Ser 

15 

Lys 

Glu 

Trp 

Thr 

Ser 
95 



Arg 

He 

Ser 

Gly 

Asp 

Glu 

Trp 

Pro 

80 

Gin 



Ser 
Ala 

Ala 

1 

His 

Ser 

Leu 

Pro 

65 

Arg 

Leu 



Leu 

Leu 
-15 
His 

Gly 

Gly 

Ser 

50 

Trp 

Ser 

Ser 



Ala 
-30 
Ser 

Ser 

Pro 

Leu 

35 

His 

Arg 

Arg 

Ser 



Leu Leu Gly Gly 
Thr Asp 



Gly Leu 
5 

Leu Val 
20 

Asp Trp 

Leu Ser 

Cys Thr 

Pro Ser 
85 

Cys Ser 
100 



Phe Trp 
-10 
Trp Pro 

Ser Thr 

Gly He 

Cys Pro 

55 
Pro Ala 
70 

Ser Pro 



Ser 
-25 
Phe 

Thr 

Thr 

Ala 

40 

Cys 



Ser 
Gly 
Val Gin Val 



Leu 

Glu 

Gly 

Ala 

25 

Ser 

Pro 

Gly 

Pro 

Pro 
105 



Gly 

Ala 

His 

10 

Ala 

Gin 

Gin 

Gly 

Ser 
90 



Leu 

Val 

Gly 

Phe 

Arg 

Pro 

Thr 

75 

Thr 



<210> 43 

<211> 1340 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> 5'UTR 
<222> 1 . . 135 



<220> 
<221> CDS 
<222> 136 . - 501 



<220> 

<221> 3'UTR 
<222> 502 . . 1340 



<220> 

<221> polyA_signal 
<222> 1232 . . 1237 



<220> 

<221> polyA_site 



J: c;i;N 142 US05.Ri;(i Sequence Sl-:gi,IST-<X)ct2002 t\t. IlNB jaj 



54 

<222> 1255 . . 1340 
<400> 43 

ctcttttggg gttcttcctt tctctctcag ctctccgtct ctctttctct ctcagcctct 60 
ttctttctcc ctgtctcccc cactgtcagc acctcttctg tgtggtgagt ggaccgctta 120 
ccccactagg tgaag atg tea gcc cag gag age tgc etc age etc ate aag 171 
Met Ser Ala Gin Glu Ser Cys Leu Ser Leu lie Lys 
15 10 
tac ttc etc ttc gtt ttc aac etc ttc ttc ttc gtc etc ggc age ctg 219 
Tyr Phe Leu Phe Val Phe Asn Leu Phe Phe Phe Val Leu Gly Ser Leu 

15 20 25 

ate ttc tgc ttc ggc ate tgg ate etc att gac aag ace age ttc gtg 267 
lie Phe Cys Phe Gly lie Trp lie Leu He Asp Lys Thr Ser Phe Val 

30 35 40 

tec ttt gtg ggc ttg gee ttc gtg cet ctg cag ate tgg tec aaa gtc 315 
Ser Phe Val Gly Leu Ala Phe Val Pro Leu Gin He Trp Ser Lys Val 
45 50 55 60 

ctg gcc ate tea gga ate ttc ace atg ggc ate gcc etc -ctg ggt tgt 363 
Leu Ala He Ser Gly He Phe Thr Met Gly He Ala Leu Leu Gly Cys 

65 70 75 

gtg ggg gcc etc aag gag etc cgc tgc etc ctg ggc ctg tat ttt ggg 411 
Val Gly Ala Leu Lys Glu Leu Arg Cys Leu Leu Gly Leu Tyr Phe Gly 

80 85 90 

atg ctg ctg etc ctg ttt gee aca cag ate ace ctg gga ate etc ate 459 
Met Leu Leu Leu Leu Phe Ala Thr Gin He Thr Leu Gly He Leu He 

95 100 105 

tec act cag egg gcc age tgg age gaa get tgc ggg acg teg 501 
Ser Thr Gin Arg Ala Ser Trp Ser Glu Ala Cys Gly Thr Ser 

110 115 120 

tagagaaaac eatccaaaag tacggcaeea accccgagga gaeegcggcc gaggagagct 561 
gggactatgt geagttccag ctgegctget gcggctggea ctacccgcag gactggttcc 621 
aagtcctcat cetgagaggt aacgggtcgg aggcgcaeeg egtgecctgc tcctgetaea 681 
aettgtcggc gaceaacgae tccacaatee tagataaggt gatcttgece cagctcagca 741 
ggcttggaca eetggegcgg tecagaeaca gtgcagacat etgegetgte cctgcagaga 801 
gccacatcta ccgcgaggge tgcgcgcagg gcetceagaa gtggctgcae aacaacctta 861 
tttccatagt gggcatttgc ctgggcgteg gcctactcga getegggttc atgacgctct 921 
cgatattcct gtgcagaaac ctggaccacg tctacaaceg getegctcga taccgttagg 981 
cccegeeete cecaaagtce egccecgccc eegtcaegtg cgctgggcae ttccctgctg 1041 
cctgtaaata tttgtttaat ecccagttcg eetggagecc tcctccttca catteecctg 1101 
gggacceacg tggetgegtg cccctgctge tgtcacctct cceacgggae ctggggcttt 1161 
cgtceaeage ttectgtcce eatetgtegg cctaecaeea cccacaagat tatttttcae 1221 
ccaaaeetea aataaatccc etgegttttt ggtaaaaaaa aaaaaaaaaa aaaaaaaaaa 1281 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa amcaaaaaaa aaaaaaaaa 1340 



<210> 44 
<211> 122 
<212> PRT 

<213> Homo sapiens 



<400> 44 

Met Ser Ala Gin Glu Ser Cys Leu 
1 5 
Val Phe Asn Leu Phe Phe Phe Val 
20 

Gly He Trp He Leu He Asp Lys 
35 40 



Ser Leu He Lys Tyr Phe Leu Phe 

10 15 
Leu Gly Ser Leu He Phe Cys Phe 
25 30 
Thr Ser Phe Val Ser Phe Val Gly 
45 



J; (il-.N U2.1IS05 RRi Sequence Si:QllST-Wct2002.txt l)N[J jaj 
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Leu Ala Phe Val Pro Leu Gin lie 

50 55 
Gly He Phe Thr Met Gly He Ala 
65 70 
Lys Glu Leu Arg Cys Leu Leu Gly 
85 

Leu Phe Ala Thr Gin He Thr Leu 
100 

Ala Ser Trp Ser Glu Ala Cys Gly 
115 120 



Trp Ser Lys Val Leu Ala He Ser 
60 

Leu Leu Gly Cys Val Gly Ala Leu 

75 80 
Leu Tyr Phe Gly Met Leu Leu Leu 

90 95 
Gly He Leu He Ser Thr Gin Arg 
105 110 
Thr Ser 



<210> 45 
<211> 1999 
<212> DNA 

<213> Homo sapiens 



<220> 

<221> 5'UTR 
<222> 1 . . 117 



<220> 
<221> CDS 
<222> 118 . . 1632 



<220> 

<221> 3 'UTR 
<222> 1633 . . 1999 



<220> 

<221> polyA_signal 
<222> 1937 . . 1942 



<220> 

<221> polyA_site 
<222> 1956 - . 1999 



c400> 45 

aggtccgcct gggccagacg cgcgagcgca agcagcgggt tagtggtcgc gcgcccgacc 60 
tccgcagtcc cagccgagcc gcgacccttc cggccgtccc caccccacct cgccgcc 117 
atg cgc etc cgc cgc eta gcg ctg ttc ccg ggt gtg gcg ctg ctt ctt 165 
Met Arg Leu Arg Arg Leu Ala Leu Phe Pro Gly Val Ala Leu Leu Leu 

-20 -15 -10 

gcc gcg gcc cgc etc gee get gcc tee gae gtg eta gaa etc acg gae 213 
Ala Ala Ala Arg Leu Ala Ala Ala Ser Asp Val Leu Glu Leu Thr Asp 

-5 15 
gae aac ttc gag agt cgc ate tec gae acg ggc tct gcg ggc etc atg 261 
Asp Asn Phe Glu Ser Arg He Ser Asp Thr Gly Ser Ala Gly Leu Met 

10 15 20 

etc gtc gag ttc ttc get ccc tgg tgt gga cac tgc aag aga ett gea 309 
Leu Val Glu Phe Phe Ala Pro Trp Cys Gly His Cys Lys Arg Leu Ala 
25 30 35 40 

ect gag tat gaa get gea get acc aga tta aaa gga ata gte cca tta 357 
Pro Glu Tyr Glu Ala Ala Ala Thr Arg Leu Lys Gly He Val Pro Leu 

45 50 55 

gea aag gtt gat tgc act gee aac act aac acc tgt aat aaa tat gga 405 
Ala Lys Val Asp Cys Thr Ala Asn Thr Asn Thr Cys Asn Lys Tyr Gly 



J: (il-.N 142 lJS05.Ri;( I Sequence Si:yi.IST-<X)L-t2002.t\t r)NB.jaj 
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60 

gtc agt gga tat cca 
Val Ser Gly Tyr Pro 
75 

ggt get tat gat gga 
Gly Ala Tyr Asp Gly 
90 

aag aag cag gca gga 
Lys Lys Gin Ala Gly 
105 

ttt aag aaa ttc att 
Phe Lys Lys Phe lie 
125 

gat gat tea tte agt 
Asp Asp Ser Phe Ser 
140 

aac ttg agg gat aac 
Asn Leu Arg Asp Asn 
155 

gtg aac gag tat gat 
Val Asn Glu Tyr Asp 
170 

tea cat ete act aae 
Ser His Leu Thr Asn 
185 

eaa aaa atg acc agt 
Gin Lys Met Thr Ser 
205 

ttt ggt ate tge cct 
Phe Gly lie Cys Pro 
220 

ggc aag gae tta ctt 
Gly Lys Asp Leu Leu 
235 

get aaa ggt tec aac 
Ala Lys Gly Ser Asn 
250 

aaa tte etg gat get 
Lys Phe Leu Asp Ala 
265 

aaa ace ttt age cat 
Lys Thr Phe Ser His 
285 

gga gag att cct gtt 
Gly Glu lie Pro Val 
300 

gtc atg cag gag gag 
Val Met Gin Glu Glu 
315 

ctg cag gat tac ttt 
Leu Gin Asp Tyr Phe 
330 

cct ate cea gag age 
Pro lie Pro Glu Ser 
345 

aat ttt gat gaa ata 



65 

acc ctg aag ata 
Thr Leu Lys lie 
80 

ect agg act get 
Pro Arg Thr Ala 
95 

eca get tea gtg 
Pro Ala Ser Val 
110 

agt gat aaa gat 
Ser Asp Lys Asp 

gag get cac tec 
Glu Ala His Ser 
145 

tac cga ttt gca 
Tyr Arg Phe Ala 
160 

gat aat gga gag 
Asp Asn Gly Glu 
175 

aag ttt gag gae 
Lys Phe Glu Asp 
190 

ggc aaa att aaa 
Gly Lys lie Lys 

eac atg aea gaa 
His Met Thr Glu 
225 

att get tac tat 
lie Ala Tyr Tyr 
240 

tac agg aga aae 
Tyr Arg Arg Asn 
255 

ggg cac aaa etc 
Gly His Lys Leu 
270 

gaa ctt tct gat 
Glu Leu Ser Asp 

gtt get ate aga 
Val Ala lie Arg 
305 

ttc teg egt gat 
Phe Ser Arg Asp 
320 

gat ggc aat ctg 
Asp Gly Asn Leu 
335 

aat gat ggg cct 
Asn Asp Gly Pro 
350 

gtg aat aat gaa 



ttt aga gat ggt 
Phe Arg Asp Gly 
85 

gat gga att gtc 
Asp Gly He Val 
100 

cct etc agg act 
Pro Leu Arg Thr 
115 

gee tct ata gta 
Ala Ser He Val 
130 

gag ttc eta aaa 
Glu Phe Leu Lys 

cat aeg aat gtt 
His Thr Asn Val 
165 

ggt ate ate tta 
Gly He He Leu 
180 

aag act gtg gea 
Lys Thr Val Ala 
195 

aag ttt ate eag 
Lys Phe He Gin 
210 

gae aat aaa gat 
Asp Asn Lys Asp 

gat gtg gae tat 
Asp Val Asp Tyr 
245 

agg gta atg atg 
Arg Val Met Met 
260 

aac ttt get gta 
Asn Phe Ala Val 
275 

ttt ggc ttg gag 
Phe Gly Leu Glu 
290 

act get aaa gga 
Thr Ala Lys Gly 

ggg aag get ctg 
Gly Lys Ala Leu 
325 

aag aga tac ctg 
Lys Arg Tyr Leu 
340 

gtg aag gta gtg 
Val Lys Val Val 
355 

aat aaa gat gtg 



70 

gaa gaa gca 453 
Glu Glu Ala 

age cac ttg 501 
Ser His Leu 

gag gaa gaa 549 
Glu Glu Glu 
120 

ggt ttt ttc 597 
Gly Phe Phe 
135 

gca gee age 645 

Ala Ala Ser 

150 

gag tet etg 693 
Glu Ser Leu 

ttt cgt cct 741 
Phe Arg Pro 

tat aca gag 789 
Tyr Thr Glu 
200 

gaa aac att 837 
Glu Asn He 
215 

ttg ata cag 885 

Leu He Gin 

230 

gaa aag aac 933 
Glu Lys Asn 

gtg gca aag 981 
Val Ala Lys 

get age cgc 1029 
Ala Ser Arg 
280 

age act get 1077 
Ser Thr Ala 
295 

gag aag ttt 1125 

Glu Lys Phe 

310 

gag agg ttc 1173 
Glu Arg Phe 

aag tet gaa 1221 
Lys Ser Glu 

gta gca gag 1269 
Val Ala Glu 
360 

ctg att gaa 1317 
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Asn Phe Asp Glu lie Val Asn Asn Glu Asn Lys Asp Val Leu lie Glu 

365 370 375 

ttt tat gcc cct tgg tgt ggt cat tgt aag aac ctg gag ccc aag tat 
Phe Tyr Ala Pro Trp Cys Gly His Cys Lys Asn Leu Glu Pro Lys Tyr 

380 385 390 

aaa gaa ctt ggc gag aag etc age aaa gac cca aat ate gtc ata gee 
Lys Glu Leu Gly Glu Lys Leu Ser Lys Asp Pro Asn lie Val lie Ala 

395 400 405 

aag atg gat gcc aca gcc aat gat gtg cct tct cca tat gaa gtc aga 
Lys Met Asp Ala Thr Ala Asn Asp Val Pro Ser Pro Tyr Glu Val Arg 

410 415 420 

ggt ttt cct acc ata tac ttc tct cca gcc aac aag aag eta aat cca 
Gly Phe Pro Thr lie Tyr Phe Ser Pro Ala Asn Lys Lys Leu Asn Pro 
425 430 435 440 

aag aaa tat gaa ggt ggc cgt gaa tta agt gat ttt att age tat eta 
Lys Lys Tyr Glu Gly Gly Arg Glu Leu Ser Asp Phe lie Ser Tyr Leu 

445 450 455 

caa aga gaa get aca ate ecc cct gta att caa gaa gaa aaa ccc aag 
Gin Arg Glu Ala Thr He Pro Pro Val He Gin Glu Glu Lys Pro Lys 

460 465 470 

aag aag aag aag gca cag gag gat etc taaageagta gccaaacacc 
Lys Lys Lys Lys Ala Gin Glu Asp Leu 

475 480 
aetttgtaaa aggactctte catcagagat gggaaaacca ttggggagga ctaggaccca 
tatgggaatt attacctetc agggcegaga ggacagaatg gatataatct gaatcctgtt 
aaattttetc taaactgttt ettagctgca ctgtttatgg aaataccagg accagtttat 
gtttgtggtt ttgggaaaaa ttatttgtgt tgggggaaat gttgtggggg tggggttgag 
ttgggggtat tttctaattt tttttgtaca tttggaacag tgacaataaa tgagaceeet 
tttaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaawaaaa aaaaaaa 



1365 



1413 



1461 



1509 



1557 



1605 



1652 



1712 
1772 
1832 
1892 
1952 
1999 



<210> 46 
<211> 505 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> 1 . -24 



<400> 46 

Met Arg Leu Arg Arg Leu Ala Leu Phe Pro 
-20 -15 
Ala Ala Ala Arg Leu Ala Ala Ala Ser Asp 

-5 1 
Asp Asn Phe Glu Ser Arg He Ser Asp Thr 

10 15 
Leu Val Glu Phe Phe Ala Pro Trp Cys Gly 
25 30 

Pro Glu Tyr Glu Ala Ala Ala Thr Arg Leu 

45 50 
Ala Lys Val Asp Cys Thr Ala Asn Thr Asn 

60 65 
Val Ser Gly Tyr Pro Thr Leu Lys He Phe 

75 80 
Gly Ala Tyr Asp Gly Pro Arg Thr Ala Asp 
90 95 



Gly Val Ala 

Val Leu Glu 
5 

Gly Ser Ala 
20 

His Cys Lys 
35 

Lys Gly He 

Thr Cys Asn 

Arg Asp Gly 
85 

Gly He Val 
100 



Leu Leu Leu 

-10 

Leu Thr Asp 

Gly Leu Met 

Arg Leu Ala 
40 

Val Pro Leu 
55 

Lys Tyr Gly 
70 

Glu Glu Ala 
Ser His Leu 
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Ly s 


Lys 


(ji n 


Ala 


(j ly 


Pro 


Ai a 


Ser 


V ax 


Pro 


Leu 


Arg 


1 nr 


ol u 


\jX u 


m n 

J. LI 


X U D 










1 1 n 

1 J. u 










115 










12 0 


Fne 


Lys 


Lys 


fne 


lie 


Ser 


Asp 


Lys 


Asp 


Ai a 


OCX 


T 1 

X X c 


V a. J. 


J. y 


rl ic 


r^i ic 










IOC. 

1 z b 










1 n 

J- J u 










13 5 




Asp 


Asp 


Se IT 


flic 


Ser 


u 


AI a 


n. 1 S 


oe L 


Ijl u 


file 


Leu 


Lys 


M. J. d 




L 








IAD 










_L rt 3 










150 






Asn 


Leu 


Arg 


Asp 


Asn 


iyr 


Arg 




MX d 


il X fci 


i lii 


A G "n 


V d J. 


J„ Li 


Q y 


Ljt: Li 






1 D D 










X D u 


















vai 


Asn 


GiU 


Tyr 


Asp 


Asp 


Asn 


Liiy 


LjXU 


\j Ly 


lie 


lie 


Leu 


Flit; 


Arg 


FX (J 
























J_ O vj 










Ser 


ril S 


Leu 


i nr 


Asn 


Lys 


Hne 


Pin 
Lr X U 


Asp 


Lys 


j. nx 


V ci X 


MX d 


lyr 


1111 


X U 


1 P cr 
1 O D 










1 Q n 
X y u 










1 Q R 

J_ _7 D 










7 0 0 

^ \J \J 


Gin 


Lys 


Met 


i nr 


Ser 


uiy 


Lys 


T 1 £1 

lie 


Lys 


Lys 


yne 


X 1 e 


(jxn 


XU 


Asn 


X X e 










o n ^ 
z u b 










Z X u 










7 1 ^ 

Z X Ij 




Pne 


Gly 


lie 


Cys 


Pro 


Hi S 


Met 


inr 


LtIU 


Asp 


Asn 


Lys 


Asp 


Leu 


lie 


u m 








^ r\ 










O 7 c; 

z z b 










7 7 n 
z 3 u 






Gly 


Lys 


Asp 


Leu 


Leu 


lie 


Ala 


Tyr 


Tyr 


Asp 


vai 


Asp 


Tyr 


(jIU 


Lys 


Asn 






lie 

z J b 










1 /I n 
Z 4 U 










7 A 

Z ■4: b 








Ala 


Lys 


Gly 


^ -t- 

Ser 


Asn 


Tyr 


Arg 


Arg 


As n 


Arg 


vai 


rie E 


Fie u 


vai 


Ai a 


Lys 




^ c r\ 
z b U 










0 c; 
z b b 










7 n 

Z D U 










Lys 


Phe 


Leu 


Asp 


TV 1 

Ala 


Cjly 


His 


Lys 


Leu 


Asn 


n Vi & 


A 1 = 

AI a 


vai 


7i n 0 
AX a 


be r 


Arg 


O C 
Z D D 










o 7 n 
z / u 










7 7 










9 R n 

Z Q U 


Lys 


Thr 


■n ^ 

Phe 


Ser 


Hi s 


Glu 


Leu 


Ser 


Asp 


pne 


Gly 


Leu 


Glu 


Ser 


i nr 


A 1 0 

AI a 










1 Q C 

z 0 b 










7 Q n 
z y u 










7 Q c; 

z y b 




Gly 


Glu 


lie 


Pro 


Val 


Val 


Ala 


lie 


Arg 


Thr 


A 1 ^ 

AI a 


Lys 


Gly 


Glu 


Lys 


Fne 








3 0 0 










J U b 










7 T Pi 
J 1 U 






Val 


Met 


Gin 


Glu 


Glu 


Phe 


Ser 


Arg 


Asp 


Gly 


Lys 


A 1 — 

AI a 


Leu 


p^ 1 1 1 
Glu 


Arg 


Fne 






Jib 










ion 
J z u 










J Z D 








Leu 


Gin 


Asp 


Tyr 


Phe 


Asp 


Gly 


Asn 


Leu 


Lys 


Arg 


Tyr 


Leu 


Lys 


Ser 


LrlU 




J i U 










T T c; 
Job 










7 J. n 










Pro 


I le 


Pro 


Glu 


Ser 


TV ,-1 

Asn 


Asp 


Gly 


Pro 


va 1 


Lys 


vax 


vai 


17n 1 

vai 


A 1 =1 

Ai a 


lU 


A C 










T c n 
3 b U 










7 R R 

J b b 










7 <^ n 
J 0 u 


Asn 


Pne 


Asp 


Glu 


lie 


Val 


Asn 


Asn 


Glu 


Asn 


Lys 


Asp 


vai 


Leu 


lie 


IjlU 










O £7 C 

J b b 










1 7 ri 










J / b 




Pne 


Tyr 


Ala 


Pro 


Trp 


Cys 


Gxy 


His 


Cys 


Lys 


Asn 


Leu 


L»1U 


Pro 


Lys 


Tyr 








1 U C\ 

J o u 










fl 

J o b 










7 Qn 

J J7 U 






Lys 


Glu 


Leu 


Gly 


Glu 


Lys 


Leu 


Ser 


Lys 


Asp 


Pro 


Asn 


lie 


va 1 


lie 


Ai a 






J y b 










Ann 

'i u u 










U 3 








Lys 


Met 


Asp 


Ai a 


i nr 


Ala 


Asn 


Asp 


V a 1 


Pro 


be r 


Fro 


lyr 


LjIU 


V a 1 


Arg 




AID 

*± J. u 










*± -L _J 










42 0 










Gly 


Phe 


Pro 


Thr 


He 


Tyr 


Phe 


Ser 


Pro 


Ala 


Asn 


Lys 


Lys 


Leu 


Asn 


Pro 


425 










430 










435 










440 


Lys 


Lys 


Tyr 


Glu 


Gly 


Gly 


Arg 


Glu 


Leu 


Ser 


Asp 


Phe 


He 


Ser 


Tyr 


Leu 










445 










450 










455 




Gin 


Arg 


Glu 


Ala 


Thr 


He 


Pro 


Pro 


Val 


He 


Gin 


Glu 


Glu 


Lys 


Pro 


Lys 








460 










465 










470 






Lys 


Lys 


Lys 


Lys 


Ala 


Gin 


Glu 


Asp 


Leu 

















475 480 



<210> 47 

<211> 836 

<212> DNA 

<213> Homo sapiens 
<220> 

<221> 5'UTR 

J; ti[-;N .]42.i ;S05.RI:() ScqucncL- SI-gi.lST-0()ct2002 ixt DNB jaj 
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<222> 1 . . 153 



<220> 
<221> CDS 
<222> 154 . . 546 



<220> 

<221> 3 'UTR 
<222> 547 . . 836 



<220> 

<221> polyA_site 
<222> 722 . . 836 



<400> 47 

acccctccct ggcccccgcc tcccggactc ctgaccaaat gacccccccc ggcaggtgtt 60 
tcgcccgtgc cgggttcatg ctcacaagca gacagctcct ccgcctctga tgcagaattt 120 
gatgctgtgg ttggatattt agaggacatt ate atg gat gac gag ttc cag tta 174 

Met Asp Asp Glu Phe Gin Leu 
1 5 

tta cag aga aat ttc atg gac aag tac tac ctg gag ttt gaa gac aca 222 
Leu Gin Arg Asn Phe Met Asp Lys Tyr Tyr Leu Glu Phe Glu Asp Thr 

10 15 20 

gaa gag aat aaa etc ate tac aca cct att ttt aat gaa tac att tct 270 
Glu Glu Asn Lys Leu lie Tyr Thr Pro lie Phe Asn Glu Tyr lie Ser 

25 30 35 

ttg gta gaa aaa tac att gaa gaa cag ctg ctg cag egg att cct gag 318 
Leu Val Glu Lys Tyr lie Glu Glu Gin Leu Leu Gin Arg lie Pro Glu 
40 45 50 55 

ttc aac atg gca gee ttc acc aca aca tta cag cac cat aag gat gaa 366 
Phe Asn Met Ala Ala Phe Thr Thr Thr Leu Gin His His Lys Asp Glu 

60 65 70 

gtg get ggt gac ata ttc gac atg ctg etc acc ttc aca gat ttt ctg 414 
Val Ala Gly Asp lie Phe Asp Met Leu Leu Thr Phe Thr Asp Phe Leu 

75 80 85 

get ttt aaa gaa atg ttt ttg gac tac aga gca gaa aaa gaa ggc cga 462 
Ala Phe Lys Glu Met Phe Leu Asp Tyr Arg Ala Glu Lys Glu Gly Arg 

90 95 100 

gga ctg gac tta age agt ggc tta gtg gtg act tea ttg tgc aaa tea 510 
Gly Leu Asp Leu Ser Ser Gly Leu Val Val Thr Ser Leu Cys Lys Ser 

105 110 115 

tct tct ctg cca get tec cag aae aat ctg egg cac taggtcctac 556 
Ser Ser Leu Pro Ala Ser Gin Asn Asn Leu Arg His 
120 125 130 

ctccagccaa tgaatgggat cattctggat gtcaccagcc caataggctc ageteatgat 616 
gacagaacac atcttggaaa gactgactct gttatgtaac tcttcattta tgttaagtat 676 
taataggtca aaaccaaaat gacctaaccc tcctggacct atttcaaaaa aaaaaaaaaa 736 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 796 
aaaaaaaaaa aaaaaaaaaa aaaagaaaaa aaaaaaaaat 836 



<210> 48 

<211> 131 

<212> PRT 

<213> Homo sapiens 



<400> 48 



J: (II-.N 142.1 ;S05.Ri:(i Sequence S[:gi.lST-<>()ct20()2.txt/DNH jaj 
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Met Asp Asp Glu Phe Gin Leu Leu Gin Arg Asn Phe Met Asp Lys Tyr 

15 10 15 

Tyr Leu Glu Phe Glu Asp Thr Glu Glu Asn Lys Leu lie Tyr Thr Pro 

20 25 30 

lie Phe Asn Glu Tyr lie Ser Leu Val Glu Lys Tyr lie Glu Glu Gin 

35 40 45 

Leu Leu Gin Arg lie Pro Glu Phe Asn Met Ala Ala Phe Thr Thr Thr 

50 55 60 

Leu Gin His His Lys Asp Glu Val Ala Gly Asp lie Phe Asp Met Leu 
65 70 75 80 

Leu Thr Phe Thr Asp Phe Leu Ala Phe Lys Glu Met Phe Leu Asp Tyr 

85 90 95 

Arg Ala Glu Lys Glu Gly Arg Gly Leu Asp Leu Ser Ser Gly Leu Val 

100 105 110 

Val Thr Ser Leu Cys Lys Ser Ser Ser Leu Pro Ala Ser Gin Asn Asn 

115 120 125 

Leu Arg His 
130 



<210> 49 

<211> 862 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> 5'UTR 
<222> 1 . . 195 



<220> 
<221> CDS 
<222> 196 . . 708 



<220> 

<221> 3'UTR 
<222> 709 . . 862 



<220> 

<221> polyA_site 
<222> 847 . . 862 



<400> 49 

ttcgcccctc ggagctggaa atgcagctat tgagatcttc gaatgctgcg gagctggagg 60 
cggaggcagc tggggaggtc cgagcgatgt gaccaggccg ccatcgctcg tctcttcctc 120 
tctcctgccg cctcctgtct cgtaaataac ttttttactc taaagaaaga aagacaaaag 180 
tagtcgtccg ccccc atg cat ccc ttc tac acc egg gcc gcc acc atg ata 231 
Met His Pro Phe Tyr Thr Arg Ala Ala Thr Met lie 
15 10 
ggc gag ate gcc gcc gcc gtg tec ttc ate tec aag ttt etc ege acc 279 
Gly Glu lie Ala Ala Ala Val Ser Phe lie Ser Lys Phe Leu Arg Thr 

15 20 25 

^3.g ggg etc acg age gag cga cag ctg eag acc ttc age eag age ctg 327 
Lys Gly Leu Thr Ser Glu Arg Gin Leu Gin Thr Phe Ser Gin Ser Leu 

30 35 40 

cag gag ctg etg gca gaa cat tat aaa cat cac tgg ttc cca gaa aag 375 
Gin Glu Leu Leu Ala Glu His Tyr Lys His His Trp Phe Pro Glu Lys 
45 50 55 60 
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cca tgc aag gga teg ggt tac cgt tgt att cgc ate aac cat aaa atg 423 
Pro Cys Lys Gly Ser Gly Tyr Arg Cys lie Arg lie Asn His Lys Met 

65 70 75 

gat cct ctg att gga cag gca gca cag egg att gga ctg age agt cag 471 
Asp Pro Leu lie Gly Gin Ala Ala Gin Arg lie Gly Leu Ser Ser Gin 

80 85 90 

gag etg tte agg ett cte cea agt gaa etc aca cte tgg gtt gac eec 519 
Glu Leu Phe Arg Leu Leu Pro Ser Glu Leu Thr Leu Trp Val Asp Pro 

95 100 105 

tat gaa gtg tec tac aga att gga gag gat ggc tee ate tgt gtg etg 567 
Tyr Glu Val Ser Tyr Arg lie Gly Glu Asp Gly Ser lie Cys Val Leu 

110 115 120 

tat gaa gee tea cea gca gga ggt age act caa aac age ace aac gtg 615 
Tyr Glu Ala Ser Pro Ala Gly Gly Ser Thr Gin Asn Ser Thr Asn Val 
125 130 135 140 

caa atg gta gac age ega ate age tgt aag gag gaa ett etc ttg ggc 663 
Gin Met Val Asp Ser Arg lie Ser Cys Lys Glu Glu Leu Leu Leu Gly 

145 150 155 

aga acg age ect tec aaa aac tac aat atg atg act gta tea agt 708 
Arg Thr Ser Pro Ser Lys Asn Tyr Asn Met Met Thr Val Ser Ser 

160 165 170 

taagatatag tctgtggatg gateatctga tgatgatgga taaatttgat ttttgctttg 768 
ggtgggetce tcttggggat ggattatgga atttaaacca tgteacagct gtgaagatct 828 
ggcacaagat agaatggcaa aaaaaaaaaa aaaa 862 

<210> 50 
<211> 171 
<212> PRT 

<213> Homo sapiens 



<400> 50 



Met 


His 


Pro 


Phe 


Tyr 


Thr 


Arg 


Ala 


Ala 


Thr 


Met 


He 


Gly 


Glu 


He 


Ala 


1 








5 










10 










15 




Ala 


Ala 


Val 


Ser 
20 


Phe 


He 


Ser 


Lys 


Phe 
25 


Leu 


Arg 


Thr 


Lys 


Gly 
30 


Leu 


Thr 


Ser 


Glu 


Arg 
35 


Gin 


Leu 


Gin 


Thr 


Phe 
40 


Ser 


Gin 


Ser 


Leu 


Gin 
45 


Glu 


Leu 


Leu 


Ala 


Glu 
50 


His 


Tyr 


Lys 


His 


His 
55 


Trp 


Phe 


Pro 


Glu 


Lys 
60 


Pro 


Cys 


Lys 


Gly 


Ser 


Gly 


Tyr 


Arg 


Cys 


He 


Arg 


He 


Asn 


His 


Lys 


Met 


Asp 


Pro 


Leu 


He 


65 










70 










75 










80 


Gly 


Gin 


Ala 


Ala 


Gin 
85 


Arg 


He 


Gly 


Leu 


Ser 
90 


Ser 


Gin 


Glu 


Leu 


Phe 
95 


Arg 


Leu 


Leu 


Pro 


Ser 
100 


Glu 


Leu 


Thr 


Leu 


Trp 
105 


Val 


Asp 


Pro 


Tyr 


Glu 
110 


Val 


Ser 


Tyr 


Arg 


He 
115 


Gly 


Glu 


Asp 


Gly 


Ser 
120 


He 


Cys 


Val 


Leu 


Tyr 
125 


Glu 


Ala 


Ser 


Pro 


Ala 
130 


Gly 


Gly 


Ser 


Thr 


Gin 
135 


Asn 


Ser 


Thr 


Asn 


Val 

140 


Gin 


Met 


Val 


Asp 


Ser 


Arg 


He 


Ser 


Cys 


Lys 


Glu 


Glu 


Leu 


Leu 


Leu 


Gly 


Arg 


Thr 


Ser 


Pro 


145 










150 










155 










160 


Ser 


Lys 


Asn 


Tyr 


Asn 


Met 


Met 


Thr 


Val 


Ser 


Ser 













165 170 



<210> 51 
<211> 947 
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<212> DNA 

<213> Homo sapiens 

<220> 

<221> 5'UTR 
<222> 1 . . 61 

<220> 
<221> CDS 
<222> 62 . . 778 

<220> 

<221> 3'UTR 
<222> 779 . . 947 

<220> 

<221> polyA_signal 
<222> 912 . . 917 

<220> 

<221> polyA_site 
<222> 932 . . 947 

<400> 51 

gaggaaagag tcatcagagg gatcagcagc tccagggaag gcctggctgc cccgcttcta 60 
a atg cca etc ccc etc cca tea gcg ttc gtg ctg tea gee ttg eag cct 109 
Met Pro Leu Pro Leu Pro Ser Ala Phe Val Leu Ser Ala Leu Gin Pro 
-20 -15 -10 

tct cct act cat tec age tec aat ace cag egg ctg cca gac cga gtg 157 
Ser Pro Thr His Ser Ser Ser Asn Thr Gin Arg Leu Pro Asp Arg Val 
^5 15 10 

ace ggc ggc ttc tea gtg aat gga cag etc att ggc aac aag gcc agg 205 
Thr Gly Gly Phe Ser Val Asn Gly Gin Leu lie Gly Asn Lys Ala Arg 

15 20 25 

age cct ggg cag cat gac ggc aeg tac ttc ggg egg ctg gga ate gea 253 
Ser Pro Gly Gin His Asp Gly Thr Tyr Phe Gly Arg Leu Gly lie Ala 

30 35 40 

aac cct gcc aeg gac ttt cag ttg gaa gtg act cct cag aac att aeg 301 
Asn Pro Ala Thr Asp Phe Gin Leu Glu Val Thr Pro Gin Asn lie Thr 

45 50 55 

ctg aac ccc ggc ttt ggt ggg cct gtg ttt tec tgg agg gac caa get 349 
Leu Asn Pro Gly Phe Gly Gly Pro Val Phe Ser Trp Arg Asp Gin Ala 
60 65 70 75 

gtg ctg egg cag gac ggg gtg gtg gtg acc ate aac aag aag agg aac 397 
Val Leu Arg Gin Asp Gly Val Val Val Thr He Asn Lys Lys Arg Asn 

80 85 90 

ctg gtg gtg tct gtg gac gac ggt ggc acc ttt gag gtt gtt ttg cac 445 
Leu Val Val Ser Val Asp Asp Gly Gly Thr Phe Glu Val Val Leu His 

95 100 105 

cga gtg tgg aag ggg age teg gtc cac cag gac ttc ctg ggc ttc tat 493 
Arg Val Trp Lys Gly Ser Ser Val His Gin Asp Phe Leu Gly Phe Tyr 

110 115 120 

gtg ctg gac agt cat egg atg tea gee egg aeg cac ggg ctg ctg ggg 541 
Val Leu Asp Ser His Arg Met Ser Ala Arg Thr His Gly Leu Leu Gly 

125 130 135 

caa ttt ttc cac ccc ate ggt ttt gaa gtg tct gac ate cac cca ggc 589 
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Gin Phe Phe His Pro lie Gly Phe Glu Val Ser Asp lie His Pro Gly 

140 145 150 155 

tct gac ccc aca aag cca gat gcc acg atg gtg gtg agg aac cgc egg 637 

Ser Asp Pro Thr Lys Pro Asp Ala Thr Met Val Val Arg Asn Arg Arg 

160 165 170 

etc acg gtc acc agg ggt ttg caa aaa gac tac age aag gac ccg tgg 685 
Leu Thr Val Thr Arg Gly Leu Gin Lys Asp Tyr Ser Lys Asp Pro Trp 

175 180 185 

cat ggg gcc gag gtg tec tgc tgg ttc att cac aac aat ggg get gga 733 
His Gly Ala Glu Val Ser Cys Trp Phe lie His Asn Asn Gly Ala Gly 

190 195 200 

etc ate gat ggt gcc tac act gat tat ate gtc ccc gac ate ttc 778 
Leu lie Asp Gly Ala Tyr Thr Asp Tyr lie Val Pro Asp lie Phe 

205 210 215 

tgagecctct ggeeageaeg cctgtcctee eeeggggcca aggcagagga ggaggacgac 838 
atectgacet getgetgagg etgtaectec ttgactaage tggttccttg tgtcaaagea 898 
cctcatgcct tecattaaag agaggcegtg tccaaaaaaa aaaaaaaaa 947 

<210> 52 
<211> 239 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> 1.-21 

<400> 52 

Met Pro Leu Pro Leu Pro Ser Ala Phe Val Leu Ser Ala Leu Gin Pro 

-20 -15 -10 

Ser Pro Thr His Ser Ser Ser Asn Thr Gin Arg Leu Pro Asp Arg Val 
-5 15 10 

Thr Gly Gly Phe Ser Val Asn Gly Gin Leu lie Gly Asn Lys Ala Arg 

15 20 25 

Ser Pro Gly Gin His Asp Gly Thr Tyr Phe Gly Arg Leu Gly lie Ala 

30 35 40 

Asn Pro Ala Thr Asp Phe Gin Leu Glu Val Thr Pro Gin Asn lie Thr 

45 50 55 

Leu Asn Pro Gly Phe Gly Gly Pro Val Phe Ser Trp Arg Asp Gin Ala 
60 65 70 75 

Val Leu Arg Gin Asp Gly Val Val Val Thr lie Asn Lys Lys Arg Asn 

80 85 90 

Leu Val Val Ser Val Asp Asp Gly Gly Thr Phe Glu Val Val Leu His 

95 100 105 

Arg Val Trp Lys Gly Ser Ser Val His Gin Asp Phe Leu Gly Phe Tyr 

110 115 120 

Val Leu Asp Ser His Arg Met Ser Ala Arg Thr His Gly Leu Leu Gly 

125 130 135 

Gin Phe Phe His Pro He Gly Phe Glu Val Ser Asp He His Pro Gly 
140 145 150 155 

Ser Asp Pro Thr Lys Pro Asp Ala Thr Met Val Val Arg Asn Arg Arg 

160 165 170 

Leu Thr Val Thr Arg Gly Leu Gin Lys Asp Tyr Ser Lys Asp Pro Trp 

175 180 185 

His Gly Ala Glu Val Ser Cys Trp Phe He His Asn Asn Gly Ala Gly 
190 195 200 
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Leu lie Asp Gly Ala Tyr Thr Asp Tyr lie Val Pro Asp lie Phe 
205 210 215 
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